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LEUKOCYTE EXPRESSION PROFILING 

Field of the Invention . - 

This invention is in the field of expression profiling. In particular, this 
invention is in the field of leukocyte expression profiling. 
Background of the Invention 

Many of the current shortcomings in diagnosis, prognosis, risk stratification 
and treatment of disease can be approached through the identification of the molecular 
mechanisms underlying a disease and through the discovery of nucleotide sequences 
(or sets of nucleotide sequences) whose expression patterns predict the occurrence or 
progression of disease states, or predict a patient's response to a particular therapeutic 
intervention. In particular, identification of nucleotide sequences and sets of 
nucleotide sequences with such predictive value from cells and tissues that are readily 
accessible would be extremely valuable. For example, peripheral blood is attainable 
from all patients and can easily be obtained at multiple time points at low cost. This 
is a desirable contrast to most other cell and tissue types, which are less readily 
accessible," or accessible only through invasive and aversive procedures. In addition, 
the various cell types present in circulating blood are ideal for expression profiling 
experiments as the many cell types in the blood specimen can be easily separated if 
desired prior to analysis of gene expression. While blood provides a very attractive 
substrate for the study of diseases using expression profiling techniques, and for the 
development of diagnostic technologies and the identification of therapeutic targets, 
the value of expression profiling in blood samples rests on the degree to which 
changes in gene expression in these cell types are associated with a predisposition to, 
and pathogenesis and progression of a disease. 

There is an extensive literature supporting the role of leukocytes, e.g., T-and 
B-lymphocytes, monocytes and granulocytes, including neutrophils, in a wide range 
of disease processes, including such broad classes as cardiovascular diseases, 
inflammatory, autoimmune and rheumatic diseases, infectious diseases, transplant 
rejection, cancer and malignancy, and endocrine diseases. For example, among 
cardiovascular diseases, such commonly occurring diseases as atherosclerosis, 
restenosis, transplant vasculopathy and acute coronary syndromes all demonstrate 
significant T cell involvement (Smith-Norowitz et al. (1999) Clin Immunol 93:168- 
175; Jude et al. (1994) Circulation 90:1662-8; Belch et al. (1997) Circulation 
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95:2027-31). These diseases are now recognized as manifestations of chronic 
inflammatory disorders resulting from an ongoing response to an injury process in the 
arterial tree (Ross et al. (1999) Ann Thorac Surg 67:1428-33). Differential expression 
of lymphocyte, monocyte and neutrophil genes and their products has been 
demonstrated clearly in the literature. Particularly interesting are examples of 
differential expression in circulating cells of the immune system that demonstrate 
specificity for a particular disease, such as arteriosclerosis, as opposed to a 
generalized association with other inflammatory diseases, or for example, with 
unstable angina rather than quiescent coronary disease* 

A number of individual genes, e.g., CD1 lb/CDl 8 (Kassirer et al. (1999) Am 
Heart J 138:555-9); leukocyte elastase (Amaro et al. (1995) Eur Heart J 16:615-22; 
and CD40L (Aukrust et al. (1999) Circulation 100:614-20) demonstrate some degree 
of sensitivity and specificity as markers of various vascular diseases. In addition, the 
identification of differentially expressed target and fingerprint genes isolated from 
purified populations of monocytes manipulated in various in vitro paradigms has been 
proposed for the diagnosis and monitoring of a range of cardiovascular diseases, see, 
e.g., US Patents Numbers 6,048,709; 6,087,477; 6,099,823; and 6,124,433 
"COMPOSITIONS AND METHODS FOR THE TREATMENT AND DIAGNOSIS 
OF CARDIOVASCULAR DISEASE*' to Falb (see also, WO 97/30065). Lockhart, in 
US Patent Number 6,033,860 "EXPRESSION PROFILES IN ADULT AND FETAL 
ORGANS" proposes the use of expression profiles for a subset of identified genes in 
the identification of tissue samples, and the monitoring of drug effects. 

The accuracy of technologies based on expression profiling for the diagnosis, 
prognosis, and monitoring of disease would be dramatically increased if numerous 
differentially expressed nucleotide sequences, each with a measure of specificity for a 
disease in question, could be identified and assayed in a concerted manner. In order 
to achieve this improved accuracy, the appropriate sets of nucleotide sequences need 
to be identified and validated against numerous samples in combination with relevant 
clinical data. The present invention addresses these and other needs, and applies to 
any disease or disease state for which differential regulation of genes, or other 
nucleotide sequences, of peripheral blood can be demonstrated. 
Summary of the Invention - 

The present invention is thus directed to a system for detecting differential 
gene expression. In one format, the system has one or more isolated DNA molecules 
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wherein each isolated DNA molecule detects expression of a gene selected from the 
group of genes corresponding to the oligonucleotides depicted in the Sequence 
Listing. It is understood that the DNA sequences and oligonucleotides of the 
invention may have slightly different sequences that those identified herein. Such 
sequence variations are understood to those of ordinary skill in the art to be variations 
in the sequence which do not significantly affect the ability of the sequences to detect 
gene expression. 

The sequences encompassed by the invention have at least 40-50, 50-60, 70- 
80, 80-85, 85-90, 90-95 % or 95-100% sequence identity to the sequences disclosed 
herein. In some embodiments, DNA molecules are less than about any of the 
following lengths (in bases or base pairs): 10,000; 5,000; 2500; 2000; 1500; 1250; 
1000; 750; 500; 300; 250; 200; 175; 150; 125; 100; 75; 50; 25; 10. In some 
embodiments, DNA molecule is greater than about any of the following lengths (in 
bases or base pairs): 10; 15; 20; 25; 30; 40; 50; 60; 75; 100; 125; 150; 175; 200; 250; 
300; 350; 400; 500; .750; 1000; 2000; 5000; 7500; 10000; 20000; 50000. Alternately, 
a DNA molecule can be any of a range of sizes having an upper limit of 10,000; 
5,000; 2500; 2000; 1500; 1250; 1000; 750; 500; 300; 250; 200; 175; 150; 125; 100; 
75; 50; 25; or 10 and an independently selected lower limit of 10; 15; 20; 25; 30; 40; 
50; 60; 75; 100; 125; 150; 175; 200; 250; 300; 350; 400; 500; 750; 1000; 2000; 5000; 
7500 wherein the lower limit is less than the upper limit. 

The gene expression system may be a candidate library, a diagnostic agent, a 
diagnostic oligonucleotide set or a diagnostic probe set. The DNA molecules may be 
genomic DNA, protein nucleic acid (PNA), cDNA or synthetic oligonucleotides. 

In one format, the gene expression system is immobilized on an array. The 
array may be a chip array, a plate array, a bead array, a pin array, a membrane array, a 
solid surface array, a liquid array, an oligonucleotide array, a polynucleotide array, a 
cDNA array, a microfilter plate, a membrane or a chip. 

In one format, the genes detected by the gene expression system are selected 
from the group of genes corresponding to the oligonucleotides depicted in SEQ ID 
NO:2476, SEQ ID NO: 2407, SEQ ID NO:2192, SEQ ID NO: 2283, SEQ ID 
NO:6025, SEQ ID NO: 4481, SEQ ID NO:3761, SEQ ID NO: 3791, SEQ ID 
NO:4476, SEQ ID NO: 4398, SEQ ID NO:7401, SEQ ID NO: 1796, SEQ ID 
NO:4423, SEQ ID NO: 4429, SEQ ID NO:4430, SEQ ID NO: 4767, SEQ ID 
NO:4829 and SEQ ID NO: 8091 : 
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The present invention is further directed to a diagnostic agent comprising an 
oligonucleotide wherein the oligonucleotide has a nucleotide sequence selected from 
the Sequence Listing wherein the oligonucleotide detects expression of a gene that is 
differentially expressed in leukocytes in an individual over time. In one format, the 
oligonucleotide has a nucleotide sequence selected from the group consisting of SEQ 
ID NO:2476, SEQ ID NO: 2407, SEQ ID NO:2192, SEQ ID NO: 2283, SEQ ID 
NO:6025, SEQ ID NO: 4481, SEQ ID NO:3761, SEQ ID NO: 3791, SEQ ID 
NO:4476, SEQ ID NO: 4398, SEQ ID NO:7401, SEQ ID NO: 1796, SEQ ID 
NO:4423, SEQ ID NO: 4429, SEQ ID NO:4430, SEQ ID NO: 4767, SEQ ID 
NO:4829 and SEQ ID NO: 8091 

The present invention is futher directed to a system for detecting gene 
expression in leukocytes comprising an isolated DNA molecule wherein the isolated 
DNA molecule detects expression of a gene wherein the gene is selected from the 
group of genes corresponding to the oligonucleotides depicted in the Sequence Listing 
and the gene is differentially expressed in the leukocytes in an individual with at least 
one disease criterion for a disease selected from Table 1 as compared to the 
expression of the gene in leukocytes in an individual without the at least one disease 
criterion. 

The present invention is further directed to a gene expression candidate library 
comprising at least two oligonucleotides wherein the oligonucleotides have a 
sequence selected from those oligonucleotide sequences listed in Table 2, Table 3, 
and the Sequence Listing. Table 3 encompasses Tables 3A, 3B and 3C. The 
oligonucleotides of the candidate library may comprise deoxyribonucleic acid (DNA), 
ribonucleic acid (RNA), protein nucleic acid (PNA), synthetic oligonucleotides, or 
genomic DNA. 

In one embodiment, the candidate library is immobilized on an array. The 
array may comprises one or more of: a chip array, a plate array, a bead array, a pin 
array, a membrane array, a solid surface array, a liquid array, an oligonucleotide 
array, a polynucleotide array or a cDNA array, a microliter plate, a pin array, a bead 
array, a membrane or a chip. Individual members of the libraries are may be 
separately immobilized. 

The present invention is further directed to a diagnostic oligonucleotide set for 
a disease having at least two oligonucleotides wherein the oligonucleotides have a 
sequence selected from those oligonucleotide sequences listed in Table 2, Table 3, or 



4 



WO 02/057414 



PCT/US01/47856 



the Sequence Listing which are differentially expressed in leukocytes genes in an 
individual with at least one disease criterion for at least one leukocyte-related disease 
as compared to the expression in leukocytes in an individual without the at least one 
disease criterion, wherein expression of the two or more genes of the gene expression 
library is correlated with at least one disease criterion. 

The present invention is further directed to a diagnostic oligonucleotide set for 
a disease having at least one oligonucleotide wherein the oligonucleotide has a 
sequence selected from those sequences listed in Table 2, Table 3, or the sequence 
listing which is differentially expressed in leukocytes in an individual with at least 
one disease criterion for a disease selected from Table 1 as compared toleukocytes in 
an individual without at least one disease criterion, wherein expression of the at least 
one gene from the gene expression library is correlated with at least one disease 
criterion, wherein the differential expression of the at least one gene has not 
previously been described. In one format, two or more oligonucleotides are utilized. 

In the diagnostic oligonucleotide sets of the invention the disease criterion 
may include data selected from patient historic, diagnostic, prognostic, risk prediction, 
therapeutic progress, and therapeutic outcome data. This includes lab results, 
radiology results, pathology results such as histology, cytology and the like, physical 
examination findings, and medication lists. 

In the diagnostic oligonucleotide sets of the invention the leukocytes comprise 
peripheral blood leukocytes or leukocytes derived from a non-blood fluid. The non- 
blood fluid may be selected from colon, sinus, spinal fluid, saliva, lymph fluid, 
esophagus, small bowel, pancreatic duct, biliary tree, ureter, vagina, cervix uterus and 
pulmonary lavage fluid. 

In the diagnostic oligonucleotide sets of the invention the leukocytes may 
include leukocytes derived from urine or a joint biopsy sample or biopsy of any other 
tissue or maybe T-lymphocytes. 

In the diagnostic oligonucleotide sets of the invention the disease may be 
selected from cardiac allograft rejection, kidney allograft rejection, liver allograft 
rejection, atherosclerosis, congestive heart failure, systemic lupus erythematosis 
(SLE), rheumatoid arthritis, osteoarthritis, and cytomegalovirus infection. 

The diagnostic oligonucleotide sets of the invention may further include one 
or more cytomegalovirus (CMV) nucleotide sequences, wherein expression of the 
CMV nucleotide sequence is correlated with CMV infection. 
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The diagnostic nucleotide sets of the invention may further include one or 
more Epstein-Barr virus (EBV) nucleotide sequences, wherein expression of the one 
or more EBV nucleotide sequences is correlated with EBV infection. 

In the present invention, expression may be differential expression, wherein 
the differential expression is one or more of a relative increase in expression, a 
relative decrease in expression, presence of expression or absence of expression, 
presence of disease or absence of disease. The differential expression may be RNA 
expression or protein expression. The differential expression may be between two or 
more samples from the same patient taken on separate occasions or between two or 
more separate patients or between two or more genes relative to each other. 

The present invention is further directed to a diagnostic probe set for a disease 
where the probes correspond to at least one oligonucleotide wherein the 
oligonucleotides have a sequence ssuch as those listed in Table 2, Table 3, or the 
Sequence Listing which is differentially expressed in leukocytes in an individual with 
at least one disease criterion for a disease selected from Table 1 as comapared to 
leukocytes in an individual without the at least one disease criterion, wherein 
expression of the oligonucleotide is correlated with at least one disease criterion, and 
further wherein the differential expression of the at least one nucleotide sequence has 
not previously been described. 

The present invention is further directed to a diagnostic probe set wherein the 
probes include one or more of probes useful for proteomics and probes for nucleic 
acids cDNA, or synthetic oligonucleotides. 

The present invention is further directed to an isolated nucleic acid having a 
sequences such as those listed in Table 3B or Table 3C or the Sequence Listing. 

The present invention is further directed to polypeptides wherein the 
polypeptides are encoded by the nucleic acid sequences in Tables 3B, 3C and the 
Sequence Listing. 

The present invention is further directed to a polynucleotide expression vector 
containing the polynucleotide of Tables 3B-3C or the Sequence Listing in operative 
association with a regulatory element which controls expression of the polynucleotide 
in a host cell. The present invention is further directed to host cells transformed with 
the expression vectors of the invention. The host cell may be prokaryotic or 
eukaryotic. 
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The present invention is further directed to fusion proteins produced by the 
host cells of the invention. The present invention is further directed to antibodies 
directed to the fusion proteins of the invention. The antibodies may be monoclonal or 
polyclonal antibodies. 

The present invention is further directed to kits comprising the diagnostic 
oligonucleotide sets of the invention. The kits may include instructions for use of the 
kit. 

The present invention is further directed to a method of diagnosing a disease 
by obtaining a leukocyte sample from an individual, hybridizing nucleic acid derived 
from the leukocyte sample with a diagnostic oligonucleotide set, and comparing the 
expression of the diagnostic oligonucleotide set with a molecular signature indicative 
of the presence or absence of the disease. 

The present invention is further directed to a method of detecting gene 
expression by a) isolating RNA and b) hybridizing the RNA to isolated DNA 
molecules wherein the isolated DNA molecules detect expression of a gene wherein 
the gene corresponds to one of the oligonucleotides depicted in the Sequence Listing. 

The present invention is further directed to a method of detecting gene 
expression by a) isolating RNA; b) converting the RNA to nucleic acid derived from 
the RNA and c) hybridizing the nucleic acid derived from the RNA to isolated DNA 
molecules wherein the isolated DNA molecules detect expression of a gene wherein 
the gene corresponds to one of the oligonucleotides depicted in the Sequence Listing. 
In one format, the nucleic acid derived from the RNA is cDNA. 

The present invention is further directed to a method of detecting gene 
expression by a) isolating RNA; b) converting the RNA to cRNA or aRNA and c) 
hybridizing the cRNA or aRNA to isolated DNA molecules wherein the isolated DNA 
molecules detect expression of a gene corresponding to one of the oligonucleotides 
depicted in the Sequence Listing. 

The present invention is further directed to a method of monitoring 
progression of a disease by obtaining a leukocyte sample from an individual, 
hybridizing the nucleic acid derived from leukocyte sample with a diagnostic 
oligonucleotide set, and comparing the expression of the diagnostic oligonucleotide 
set with a molecular signature indicative of the presence or absence of disease 
progression. 
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expressed in leukocytes from an individual with at least one disease criterion for at 
least one leukocyte-implicated disease where leukocytes localize at the site of disease, 
wherein the expression of the at least one nucleotide sequence is correlated with the at 
least one disease criterion by (a) contacting the probe with a population of leukocytes; 
(b) allowing leukocytes to localize to the site of disease or injury and (c) detecting an 
image. 

The present invention is further directed to a control RNA for use in 
expression profile analysis, where the RNA extracted from the buffy coat samples 
isfrom at ieast four individuals. 

The present invention is further directed to a method of collecting expression 
profiles, comprising comparing the expression profile of an individual with the 
expression profile of buffy coat control RNA, and analyzing the profile. 

The present invention is further directed to a method of RNA preparation 
suitable for diagnostic expression profiling by obtaining a leukocyte sample from a 
subject, adding actinomycin-D to a final concentration of 1 ug/ml, adding 
cycloheximide to a final concentration of 10 ug/ml, and extracting RNA from the 
leukocyte sample. In the method of RNA preparation of the invention the 
actinomycin-D and cycloheximide may be present in a sample tube to which the 
leukocyte sample is added. The method may further include centrifuging the sample 
at 4°C to separate mononuclear cells. 

The present invention is further directed to a leukocyte oligonucleotide set 
including at least two oligonucleotides which are differentially expressed in 
leukocytes undergoing adhesion to an endothelium relative to expression in 
leukocytes not undergoing adhesion to an endothelium, wherein expression of the 
two oligonucleotides is correlated with the at least one indicator of adhesion state. 

The present invention is further directed to a method of identifying at least one 
diagnostic probe set for assessing atherosclerosis by (a) providing a library of 
candidate oligonucleotides, which candidate oligonucleotides are differentially 
expressed in leukocytes which are undergoing adhesion to an endothelium relative to 
their expression in leukocytes that are not undergoing adhesion to an endothelium; (b) 
assessing expression of two or more oligonucleotides, which two or more 
oligonucleotides correspond to components of the library of candidate 
oligonucleotides, in a subject sample of leukocytes; (c) correlating expression of the 
two or more oligonucleotides with at least one criterion, which criterion includes one 
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or more indicators of adhesion to an endothelium; and, (d) recording the molecular 
signature in a database. 

The present invention is further directed to a method of identifying at least one 
diagnostic probe set for assessing atherosclerosis by (a) providing a library of 
candidate oligonucleotides, which candidate oligonucleotides are differentially 
expressed in leukocytes which are undergoing adhesion to an endothelium relative to 
their expression in leukocytes that are not undergoing adhesion to an endothelium; (b) 
assessing expression of two or more oligonucleotides, which two or more 
oligonucleo tides correspond to components of the library of candidate nucleotide 
sequences, in a subject sample of epithelial cells; (c) correlating expression of the two 
or more nucleotide sequences with at least one criterion, which criterion comprises 
one or more indicator of adhesion to an endothelium; and(d) recording the molecular 
signature in a database. 

The present invention is further directed to methods of leukocyte expression 
profiling including methods of analyzing longitudinal clinical and expression data. 
The rate of change and/or magnitude and direction of change of gene expression can 
be correlated with disease states and the rate of change of clinical conditions/data 
and/or the magnitude and direction of changes in clinical data. Correlations may be 
discovered by examining these expression or clinical changes that are not found in the 
absence of such changes. 

The present invention is further directed to methods of leukocyte profiling for 
analysis and/or detection of one or more viruses. The yirus may be CMV, HIV, 
hepatitis or other viruses. Both viral and human leukocyte genes can be subjected to 
expression profiling for these purposes. 

Brief Description of the Sequence Listing 

The table below gives a description of the sequence listing. There are 8830 
entries. The Sequence Listing presents 50mer oligonucleotide sequences derived 
from human leukocyte, plant and viral genes. These are listed as SEQ IDs 1-8143. 
The 50mer sequences and their sources are also displayed in Table 8. Most of these 
50mers were designed from sequences of genes in Tables 2, 3 A, B and C and the 
Sequence listing. 

SEQ IDs 8144-8766 are the cDNA sequences derived from human leukocytes 
that were not homologous to UniGene sequences or sequences found in dbEST at the 
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time they were searched. Some of these sequences match human genomic sequences 
and are listed in Tables 3B and C. The remaining clones are putative cDNA 
sequences that contained less than 50% masked nucleotides when submitted to 
RepeatMasker, were longer than 147 nucleotides, and did not have significant 
similarity to the UniGene Unique database, dbEST, the NR nucleotide database of 
Genbank or the assembled human genome of Genbank. 

SEQ IDs 8767-8770, 8828-8830 and 8832are sequences that appear in the 
text and examples (primer, masked sequences, exemplary sequences, etc.). 

SEQ IDs 8771-8827 are CMV PCR primers described in Example 17. 

Brief Description of the Figures 

Figure 1: Figure 1 is a schematic flow chart illustrating a schematic 
instruction set for characterization of the nucleotide sequence and/or the predicted 
protein sequence of novel nucleotide sequences. 

Figure 2: Figure 2 depicts the components of an automated RNA preparation 
machine. 

Figure 3: Figure 3 describes kits useful for the practice of the invention. 
Figure 3 A describes the contents of a kit useful for the discovery of diagnostic 
nucleotide sets. Figure 3B describes the contents of a kit useful for the application of 
diagnostic nucleotide sets. 

Figure 4 shows the results of six hybridizations on a mini array graphed (n=6 
for each column). The error bars are the SEM. This experiment shows that the 
average signal from AP prepared RNA is 47% of the average signal from GS prepared 
RNA for both Cy3 and Cy5. 

Figure 5 shows the average background subtracted signal for each of nine 
leukocyte-specific genes on a mini array. This average is for 3-6 of the above- 
described hybridizations for each gene. The error bars are the SEM. 

Figure 6 shows the ratio of Cy3 to Cy5 signal for a number of genes. After 
normalization, this ratio corrects for variability among hybridizations and allows 
comparison between experiments done at different times. The ratio is calculated as 
the Cy3 background subtracted signal divided by the Cy5 background subtracted 
signal. Each bar is the average for 3-6 hybridizations. The error bars are SEM. 

Figure 7 shows data median Cy3 background subtracted signals for control 
RNAs using mini arrays. 
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Figure 8 shows data from an array hybridization. 

Figure 9 shows a comparison of gene expression in samples obtained from 
cardiac transplant patients wth low rejection grade and high rejection grade. 

Figure 10 shows differential gene expression between samples from patients 
with grade 0 and grade 3 A rejection. 
Brief Description of the Tables 

Table 1: Table 1 lists diseases or conditions amenable to study by leukocyte 
profiling. 

Table 2: Table 2 describes genes and other nucleotide sequences identified 
using data mining of publically available publication databases and nucleotide 
sequence databases. Corresponding Unigene (build 133) cluster numbers are listed 
with each gene or other nucleotide sequence. 

Table 3A: Table 3A describes 48 clones whose sequences align to two or 
more non-contiguous sequences on the same assembled human contig of genomic 
sequence. The Accession numbers are from the March 15, 2001 build of the human 
genome. The file date for the downloaded data was 4/1 7/01. The alignments of the 
clone and the contig are indicated in the table. The start and stop offset of each 
matching region is indicated in the table. The sequence of the clones themselves is 
included in the sequence listing. The alignments of these clones strongly suggest that 
they are novel nucleotide sequences. Furthermore, no EST or mRNA aligning to the 
clone was found in the database. These sequences may prove useful for the prediction 
of clinical outcomes. 

Table 3B: Table 3B describes Identified Genomic Regions that code for 
novel mRNAs. The table contains 591 identified genomic regions that are highly 
similar to the cDNA clones. Those regions that are within -100 to 200 Kb of each 
other on the same contig are likely to represent exons of the same gene. The 
indicated clone is exemplary of the cDNA clones that match the indicated genomic 
region. The "number clones" column indicates how many clones were isolated from 
the libraries that are similar to the indicated region of the chromosome. The 
probability number is the likelihood that region of similarity would occur by chance 
on a random sequence. The Accession numbers are from the March 15, 2001 build 
of the human genome. The file date for the downloaded data was 4/17/01 . These 
sequences may prove useful for the prediction of clinical outcomes. 
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Table 3C: Table 3C describes differentially expressed nucleotide sequences 
useful for the prediction of clinical outcomes. This table contains 4517 identified 
cDNAs and cDNA regions of genes that are members of a leukocyte candidate 
library, for use in measuring the expression of nucleotide sequences that could 
subsequently be correlated with human clinical conditions. The regions of similarity 
were found by searching three different databases for pair wise similarity using blastn. 
The three databases were UniGene Unique build 3/30/01, file Hs.seq.uniq.Z; the 
downloadable database at ftp.ncbi.nlm.nih.com/blast/db/est human.Z with date 4/8/01 
which is a section of Gehbank version 122; and the non-redundant section of Genbank 
ver 123. The Hs.XXXXX numbers represent UniGene accession numbers from the 
Hs.seq.uniq.Z file of 3/30/01 . The clone sequences are not in the sequence listing. 

Table 4: Table 4 describes patient groups and diagnostic gene sets 

Table 5: Table 5 describes the nucleotide sequence databases used in the 
sequence analysis described herein. 

Table 6: Table 6 describes the algorithms and software packages used for 
exon and polypeptide prediction used in the sequence analysis described herein. 

Table 7: Table 7 describes the databases and algorithms used for the protein 
sequence analysis described herein. 

Table 8: Table 8 describes leukocyte probes spotted on the microarrays. 

Table 9: Table 9 describes Cardiac Transplant patient RNA samples and array 
hybridizations. 

Table 10: Table 10 describes differentially expressed probes identified when 
comparing leukocyte expression profiles obtained from high and low grade cardiac 
transplant rejection patients. 

Detailed Description of the Invention 
Definitions 

Unless defined otherwise, all scientific and technical terms are understood to 
have the same meaning as commonly used in the art to which they pertain. For the 
purpose of the present invention, the following terms are defined below. 

In the context of the invention, the term "gene expression system" refers to 
any system, device or means to detect gene expression and includes diagnostic agents, 
candidate libraries, oligonucleotide sets or probe sets. 
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The terra "diagnostic oligonucleotide set" generally refers to a set of two or 
more oligonucleotides that, when evaluated for differential expression of their 
products, collectively yields predictive data. Such predictive data typically relates to 
diagnosis, prognosis, monitoring of therapeutic outcomes, and the like. In general, 
the components of a diagnostic oligonucleotide set are distinguished from nucleotide 
sequences that are evaluated by analysis of the DNA to directly determine the 
genotype of an individual as it correlates with a specified trait or phenotype, such as a 
disease, in that it is the pattern of expression of the components of the diagnostic 
nucleotide set, rather than mutation or polymorphism of the DNA sequence that 
provides predictive value. It will be understood that a particular component (or 
member) of a diagnostic nucleotide set can, in some cases, also present one or more 
mutations, or polymorphisms that are amenable to direct genotyping by any of a 
variety of well known analysis methods, e.g., Southern blotting, RFLP, AFLP, SSCP, 
SNP,andthe like. 

A "disease specific target oligonucleotide sequence" is a gene or other 
oligonucleotide that encodes a polypeptide, most typically a protein, or a subunit of a 
multi-subunit protein, that is a therapeutic target for a disease, or group of diseases. 

A "candidate library" or a "candidate oligonucleotide library" refers to a 
collection of oligonucleotide sequences (or gene sequences) that by one or more 
criteria have an increased probability of being associated with a particular disease or 
group of diseases. The criteria can be, for example, a differential expression pattern 
in a disease state or in activated or resting leukocytes in vitro as reported in the 
scientific or technical literature, tissue specific expression as reported in a sequence 
database, differential expression in a tissue or cell type of interest, or the like. 
Typically, a candidate library has at least 2 members or components; more typically, 
the library has in excess of about 10, or about 100, or about 1000, or even more, 
members or components. 

The term "disease criterion" is used herein to designate an indicator of a 
disease, such as a diagnostic factor, a prognostic factor, a factor indicated by a 
medical or family history, a genetic factor, or a symptom, as well as an overt or 
confirmed diagnosis of a disease associated with several indicators such as those 
selected from the above list. A disease criterian includes data describing a patient's 
health status, including retrospective or prospective health data, e.g. in the form of the 
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patient's medical history, laboratory test results, diagnostic test result, clinical events, 
medications, lists, response(s) to treatment and risk factors, etc. 

The terms "molecular signature" or "expression profile" refers to the 
collection of expression values for a plurality (e.g., at least 2, but frequently about 10, 
about 100, about 1000, or more) of members of a candidate library. In many cases, 
the molecular signature represents the expression pattern for all of the nucleotide 
sequences in a library or array of candidate or diagnostic nucleotide sequences or 
genes. Alternatively, the molecular signature represents the expression pattern for 
one or more subsets of the candidate library. The term "oligonucleotide" refers to two 
or more nucleotides. Nucleotides may be DNA or RNA, naturally occurring or 
synthetic. 

The term "healthy individual," as used herein, is relative to a specified disease 
or disease criterion. That is, the individual does not exhibit the specified disease 
criterion or is not diagnosed with the specified disease. It will be understood, that the 
individual in question, can, of course, exhibit symptoms, or possess various indicator 
factors for another disease. 

Similarly, an "individual diagnosed with a disease" refers to an individual 
diagnosed with a specified disease (or disease criterion). Such an individual may, or 
may not, also exhibit a disease criterion associated with, or be diagnosed with another 
(related or unrelated) disease. 

An "array" is a spatially or logically organized collection, e.g., of 
oligonucleotide sequences or nucleotide sequence products such as RNA or proteins 
encoded by an oligonucleotide sequence. In some embodiments, an array includes 
antibodies or other binding reagents specific for products of a candidate library. 

When referring to a pattern of expression, a "qualitative" difference in gene 
expression refers to a difference that is not assigned a relative value. That is, such a 
difference is designated by an "all or nothing" valuation. Such an all or nothing 
variation can be, for example, expression above or below a threshold of detection (an 
on/off pattern of expression). Alternatively, a* qualitative difference can refer to 
expression of different types of expression products, e.g., different alleles (e.g., a 
mutant or polymorphic allele), variants (including sequence variants as well as post- 
translationally modified variants), etc. 

In contrast, a "quantitative" difference, when referring to a pattern of gene 
expression, refers to a difference in expression that can be assigned a value on a 
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graduated scale, (e.g., a 0-5 or 1-10 scale, a + - +++ scale, a grade 1- grade 5 scale, or 
the like; it will be understood that the numbers selected for illustration are entirely 
arbitrary and in no-way are meant to be interpreted to limit the invention). 
Gene Expression Systems of the Invention 

The invention is directed to a gene expression system having one or more 
oligonucleotides wherein the one or more oligonucleotides has a nucleotide sequence 
which detects expression of a gene corresponding to the oligonucleotides depicted in 
the Sequence Listing. In one format, the oligonucleotide detects expression of a gene 
that is' differentially expressed in leukocytes. The gene expression system may be a 
candidate library, a diagnostic agent, a diagnostic oligonucleotide set or a diagnostic 
probe set. The DNA molecules may be genomic DNA, protein nucleic acid (PNA), 
cDNA or synthetic oligonucleotides. Following the procedures taught herein, one can 
identity sequences of interest for analyzing gene expression in leukocytes. Such 
sequences may be predictive of a disease state. 

Diagnostic oligonucleotides of the invention 

The invention relates to diagnostic nucleotide set(s) comprising members of 
the leukocyte candidate library listed in Table 2, Table 3 and in the Sequence Listing, 
for which a correlation exists between the health status of an individual, and the 
individual's expression of RNA or protein products corresponding to the nucleotide 
sequence. In some instances, only one oligonucleotide is necessary for such 
detection. Members of a diagnostic oligonucleotide set may be identified by any 
means capable of detecting expression of RNA or protein products, including but not 
limited to differential expression screening, PCR, RT-PCR, SAGE analysis, high- 
throughput sequencing, microarrays, liquid or other arrays, protein-based methods 
(e.g., western blotting, proteomics, and other methods described herein), and data 
mining methods, as further described herein. 

In one embodiment, a diagnostic oligonucleotide set comprises at least two 
oligonucleotide sequences listed in Table 2 or Table 3 or the Sequence Listing which 
are differentially expressed in leukocytes in an individual with at least one disease 
criterion for at least one leukocyte-implicated disease relative to the expression in 
individual without the at least one disease criterion, wherein expression of the two or 
more nucleotide sequences is correlated with at least one disease criterion, as 
described below. In another embodiment, a diagnostic nucleotide set comprises 
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at least one oligonucleotide having an oligonucleotide sequence listed in Table 2 or 3 
or the Sequence Listing which is differentially expressed, and further wherein the 
differential expression/correlation has not previously been described. In some 
embodiments, the diagnostic nucleotide set is immobilized on an array. 

The invention also provides diagnostic probe sets. It is understood that a 
probe includes any reagent capable of specifically identifying a nucleotide sequence 
of the- diagnostic nucleotide set, including but not limited to a DNA, a RNA, cDNA, 
synthetic oligonucleotide, partial or full-length nucleic acid sequences. In addition, 
the probe may identify the protein product of a diagnostic nucleotide sequence, 
including, for example, antibodies and other affinity reagents. It is also understood 
that each probe can correspond to one gene, or multiple probes can correspond to one 
gene, or both, or one probe can correspond to more than one gene. 

Homologs and variants of the disclosed nucleic acid molecules may be used in 
the present invention. Homologs and variants of these nucleic acid molecules will 
possess a relatively high degree of sequence identity when aligned using standard 
methods. The sequences encompassed by the invention have at least 40-50, 50-60, 
70-80, 80-85, 85-90, 90-95 or 95-100% sequence identity to the sequences disclosed 
herein. 

It is understood that for expression profiling, variations in the disclosed 
sequences will still permit detection of gene expression. The degree of sequence 
identity required to detect gene expression varies depending on the length of the 
oligomer. For a 60 mer, 6-8 random mutations or 6-8 random deletions in a 60 mer 
do not affect gene expression detection. Hughes, TR, et al. "Expression profiling 
using microarrays fabricated by an ink-jet oligonucleotide synthesizer. Nature 
Biotechnology, 19:343-347(2001). As the length of the DNA sequence is increased, 
the number of mutations or deletions permitted while still allowing gene expression 
detection is increased. 

As will be appreciated by those skilled in the art, the sequences of the present 
invention may contain sequencing errors. That is, there may be incorrect nucleotides, 
frameshifts, unknown nucleotides, or other types of sequencing errors in any of the 
sequences; however, the correct sequences will fall within the homology and 
stringency definitions herein. 
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The minimum length of an oligonucleotide probe necessary for specific 
hybridization in the human genome can be estimated using two approaches. The first 
method uses a statistical argument that the probe will be unique in the human genome 
by chance. Briefly, the number of independent perfect matches (Po) expected for an 
oligonucleotide of length L in a genome of complexity C can be calculated from the 
equation (Laird CD, Chromosoma 32:378 (1971): 

Po-(l/4) L * 2C 

In the case of mammalian genomes, 2C = -3.6 X 10 9 , and an oligonucleotide 
of 14-15 nucleotides is expected to be represented only once in the genome. 
However, the distribution of nucleotides in the coding sequence of mammalian 
genomes is nonrandom (Lathe, R. J. Mol. Biol. 183:1 (1985) and longer 
oligonucleotides may be preferred in order to in increase the specificity of 
hybridization. In practical terms, this works out to probes that are 19-40 nucleotides 
long (Sambrook J et al., infra). The second method for estimating the length of a 
specific probe is to use a probe long enough to hybridize under the chosen conditions 
and use a computer to search for that sequence or close matches to the sequence in the 
human genome and choose a unique match. Probe sequences are chosen based on the 
desired hybridization properties as described in Chapter 1 1 of Sambrook et al, infra. 
The PRIMER3 program is useful for designing these probes (S. Rozen and H. 
Skaletsky 1996,1997; Primer3 code available at http://www- 
genome.wi.niit.edu/genome_software/other/primer3.html). The sequences of these 
probes are then compared pair wise against a database of the human genome 
sequences using a program such as BLAST or MEGABLAST (Madden, T.L et 
al.(1996) Meth. Enzymol. 266:131-141). Since most of the human genome is now 
contained in the database, the number of matches will be determined. Probe 
sequences are chosen that are unique to the desired target sequence. 

In some embodiments, a diagnostic probe set is immobilized on an array. The 
array is optionally comprises one or more of: a chip array, a plate array, a bead array, 
a pin array, a membrane array, a solid surface array, a liquid array, an oligonucleotide 
array, a polynucleotide array or a cDNA array, a microtiter plate, a pin array, a bead 
array, a membrane or a chip. 

In some embodiments, the leukocyte-implicated disease is selected from the 
diseases listed in Table 1. In other embodiments, the disease is atherosclerosis or 



18 



WO 02/057414 



PCT/US01/47856 



cardiac allograft rejection. In other embodiments, the disease is congestive heart 
failure, angina, myocardial infarction, systemic lupus erythematosis (SLE) and 
rheumatoid arthritis. 

General Molecular Biology References 

In the context of the invention, nucleic acids and/or proteins are manipulated 
according to well known molecular biology techniques. Detailed protocols for 
numerous such procedures are described in, e.g., in Ausubel et al. Current Protocols in 
Molecular Biology (supplemented through 2000) John Wiley & Sons, New York 
("Ausubel"); Sambrook et al. Molecular Cloning - A Laboratory Manual (2nd Ed.), 
Vol 1-3, Cold Spring Harbor Laboratory, Cold Spring Harbor, New York, 1989 
("Sambrook"), and Berger and Kimmel Guide to Molecular Cloning Techniques. 
Methods in Enzvmology volume 152 Academic Press, Inc., San Diego, CA 
("Berger"). 

In addition to the above references, protocols for in vitro amplification 
techniques, such as the polymerase chain reaction (PCR), the ligase chain reaction 
(LCR), Q-replicase amplification, and other RNA polymerase mediated techniques 
(e.g., NASBA), useful e.g., for amplifying cDNA probes of the invention, are found 
in Mullis et al. (1987) U.S. Patent No. 4,683,202; PCR Protocols A Guide to Methods 
and Applications (Innis et al. eds) Academic Press Inc. San Diego, CA (1990) 
("Innis"); Arnheim and Levinson (1990) C&EN 36; The Journal Of NIH Research 
(1991) 3:81; Kwoh et al. (1989) Proc Natl Acad Sci USA 86, 1 173; Guatelli et al. 
(1990) Proc Natl Acad Sci USA 87:1874; Lomell et al. (1989) JClinChem 35:1826; 
Landegren et al. (1988) Science 241:1077; Van Brunt (1990) Biotechnology 8:291; 
Wu and Wallace (1989) Gene 4: 560; Barringer et al. (1990) Gene 89:1 17, and 
Sooknanan and Malek (1995) Biotechnology 13:563. Additional methods, useful for 
cloning nucleic acids in the context of the present invention, include Wallace et al. 
U.S. Pat. No. 5,426,039. Improved methods of amplifying large nucleic acids by PCR 
are summarized in Cheng et al. (1994) Nature 369:684 and the references therein. 

Certain polynucleotides of the invention, e.g., oligonucleotides can be 
synthesized utilizing various solid-phase strategies involving mononucleotide- and/or 
trinucleotide-based phosphoramidite coupling chemistry. For example, nucleic acid 
sequences can be synthesized by the sequential addition of activated monomers and/or 
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trimers to an elongating polynucleotide chain. See e.g., Caruthers, M.H. et al. (1992) 
MethEnzvmol 211:3. 

In lieu of synthesizing the desired sequences, essentially any nucleic acid can 
be custom ordered from any of a variety of commercial sources, such as The Midland 
Certified Reagent Company (mcrc@oligos.com), The Great American Gene 
Company (www.genco.com), ExpressGen, Inc. (www.expressgen.com), Operon 
Technologies, Inc. (www.operon.com), and many others. 

Similarly, commercial sources for nucleic acid and protein microarrays are 
available, and include, e.g., Agilent Technologies, Palo Alto, CA 
(http://www.agilent.com/) Affymetrix, Santa Clara,CA (http://www.afiymetrix.com/); 
and Incyte, Palo Alto, CA (http://www.incyte.com/) and others. 

Identification of diagnostic nucleotide sets 
Candidate library 

Libraries of candidates that are differentially expressed in leukocytes are 
substrates for the identification and evaluation of diagnostic oligonucleotide sets and 
disease specific target nucleotide sequences. 

The term leukocyte is used generically to refer to any nucleated blood cell that 
is not a nucleated erythrocyte. More specifically, leukocytes can be subdivided into 
two broad classes. The first class includes granulocytes, including, most prevalently, 
neutrophils, as well as eosinophils and basophils at low frequency. The second class, 
the non-granular or mononuclear leukocytes, includes monocytes and lymphocytes 
(e.g., T cells and B cells). There is an extensive literature in the art implicating 
leukocytes, e.g., neutrophils, monocytes and lymphocytes in a wide variety of disease 
processes, including inflammatory and rheumatic diseases, neurodegenerative 
diseases (such as Alzheimer's dementia), cardiovascular disease, endocrine diseases, 
transplant rejection, malignancy and infectious diseases, and other diseases listed in 
Table 1 . Mononuclear cells are involved in the chronic immune response, while 
granulocytes, which make up approximately 60% of the leukocytes, have a non- 
specific and stereotyped response to acute inflammatory stimuli and often have a life 
span of only 24 hours. 

In addition to their widespread involvement and/or implication in numerous 
disease related processes, leukocytes are particularly attractive substrates for clinical 
and experimental evaluation for a variety of reasons. Most importantly, they are 
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readily accessible at low cost from essentially every potential subject Collection is 
minimally invasive and associated with little pain, disability or recovery time. 
Collection can be performed by minimally trained personnel (e.g., phlebotomists, 
medical technicians, etc.) in a variety of clinical and non-clinical settings without 
significant technological expenditure. Additionally, leukocytes are renewable, and 
thus available at multiple time points for a single subject. 
Assembly of candidate libraries 

At least two conceptually distinct approaches to the assembly of candidate 
libraries exist. Either, or both, or other, approaches can be favorably employed. The 
method of assembling, or identifying, candidate libraries is secondary to the criteria 
utilized for selecting appropriate library members. Most importantly, library 
members are assembled based on differential expression of RNA or protein products 
in leukocyte populations. More specifically, candidate nucleotide sequences are 
induced or suppressed, or expressed at increased or decreased levels in leukocytes 
from a subject with one or more disease or disease state (a disease criterion) relative 
to leukocytes from a subject lacking the specified disease criterion. Alternatively, or 
in addition, library members can be assembled from among nucleotide sequences that 
are differentially expressed in activated or resting leukocytes relative to other cell 
types. 

Firstly, publication and sequence databases can be "mined" using a variety of 
search strategies, including, e.g., a variety of genomics and proteomics approaches. 
For example, currently available scientific and medical publication databases such as 
Medline, Current Contents, OMIM (online Mendelian inheritance in man) various 
Biological and Chemical Abstracts, Journal indexes, and the like can be searched 
using term or key-word searches, or by author, title, or other relevant search 
parameters. Many such databases are publicly available, and one of skill is well 
versed in strategies and procedures for identifying publications and their contents, 
e.g., genes, other nucleotide sequences, descriptions, indications, expression pattern, 
etc. Numerous databases are available through the internet for free or by subscription, 
see, e.g., http://www.ncbi.nlm.nih.gov/PubMed/; http://www3. infotrieve.com/; 
http://www.isinet.com/; http://www.sciencemag.org/. Additional or alternative 
publication or citation databases are also available that provide identical or similar 
types of information, any of which are favorable employed in the context of the 
invention. These databases can be searched for publications describing differential 
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gene expression in leukocytes between patient with and without diseases or conditions 
listed in Table 1 . We identified the nucleotide sequences listed in Table 2 and some 
of the sequences listed in Table 8 (Example 20), using data mining methods. 

Alternatively, a variety of publicly available and proprietary sequence 
databases (including GenBank, dbEST, UniGene, and TIGR and SAGE databases) 
including sequences corresponding to expressed nucleotide sequences, such as 
expressed sequence tags (ESTs) are available. For example, Genbank™ 
(http://www.ncbi.nlm.nih.gov/Genbank/) among others can be readily accessed and 
searched via the internet. These and other sequence and clone database resources are 
currently available; however, any number of additional or alternative databases 
comprising nucleotide sequence sequences, EST sequences, clone repositories, PCR 
primer sequences, and the like corresponding to individual nucleotide sequence 
sequences are also suitable for the purposes of the invention. Sequences from 
nucleotide sequences can be identified that are only found in libraries derived from 
leukocytes or sub-populations of leukocytes, for example see Table 2. 

Alternatively, the representation, or relative frequency, of a nucleotide 
sequence may be determined in a leukocyte-derived nucleic acid library and 
compared to the representation of the sequence in non-leukocyte derived libraries. 
The representation of a nucleotide sequence correlates with the relative expression 
level of the nucleotide sequence in leukocytes and non-leukocytes. An 
oligonucleotide sequence which has increased or decreased representation in a 
leukocyte-derived nucleic acid library relative to a non-leukocyte-derived libraries is a 
candidate for a leukocyte-specific gene. 

Nucleotide sequences identified as having specificity to activated or resting 
leukocytes or to leukocytes from patients or patient samples with a variety of disease 
types can be isolated for use in a candidate library for leukocyte expression profiling 
through a variety of mechanisms. These include, but are not limited to, the 
amplification of the nucleotide sequence from RNA or DNA using nucleotide 
sequence specific primers for PCR or RT-PCR, isolation of the nucleotide sequence 
using conventional cloning methods, the purchase of an IMAGE consortium cDNA 
clone (EST) with complimentary sequence or from the same expressed nucleotide 
sequence, design of oligonucleotides, preparation of synthetic nucleic acid sequence, 
or any other nucleic-acid based method. In addition, the protein product of the 
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nucleotide sequence can be isolated or prepared, and represented in a candidate 
library, using standard methods in the art, as described further below. 

While the above discussion related primarily to "genomics" approaches, it is 
appreciated that numerous, analogous "proteomics" approaches are suitable to the 
present invention. For example, a differentially expressed protein product can, for 
example, be detected using western analysis, two-dimensional gel analysis, 
chromatographic separation, mass spectrometric detection, protein-fusion reporter 
constructs, colorometric assays, binding to a protein array, or by characterization of 
polysomal mRNA. The protein is further characterized and the nucleotide sequence 
encoding the protein is identified using standard techniques, e.g. by screening a 
cDNA library using a probe based on protein sequence information. 

The second approach involves the construction of a differential expression 
library by any of a variety of means. Any one or more of differential screening, 
differential display or subtractive hybridization procedures, or other techniques that 
preferentially identify, isolate or amplify differentially expressed nucleotide 
sequences can be employed to produce a library of differentially expressed candidate 
nucleotide sequences, a subset of such a library, a partial library, or the like. Such 
methods are well known in the art. For example, peripheral blood leukocytes, (i.e., a 
mixed population including lymphocytes, monocytes and neutrophils), from multiple 
donor samples are pooled to prevent bias due to a single-donor's unique genotype. 
The pooled leukocytes are cultured in standard medium and stimulated with 
individual cytokines or growth factors e.g., with IL-2, IL-1, MCP1, TNFa, and/or IL8 
according to well known procedures (see, e.g., Tough et al. (1999) ; Winston et al. 
(1999); Hansson et al. (1989) ). Typically, leukocytes are recovered from Buffy coat 
preparations produced by centrifugation of whole blood. Alternatively, mononuclear 
cells (monocytes and lymphocytes) can be obtained by density gradient centrifugation 
of whole blood, or specific cell types (such as a T lymphocyte) can be isolated using 
affinity reagents to cell specific surface markers. Leukocytes may also be stimulated 
by incubation with ionomycin, and phorbol myristate acetate (PMA). This 
stimulation protocol is intended to non-specifically mimic "activation" of numerous 
pathways due to variety of disease conditions rather than to simulate any single 
disease condition or paradigm. 

Using well known subtractive hybridization procedures (as described in, e.g., 
US Patent Numbers 5,958,738; 5589,339; 5,827,658; 5,712,127; 5,643,761) a library 
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is produced that is enriched for RNA species (messages) that are differentially 
expressed between test and control leukocyte populations. In some embodiments, the 
test population of leukocytes are simply stimulated as described above to emulate 
non-specific activation events, while in other embodiments the test population can be 
selected from subjects (or patients) with a specified disease or class of diseases. 
Typically, the control leukocyte population lacks the defining test condition, e.g., 
stimulation, disease state, diagnosis, genotype, etc. Alternatively, the total RNA from 
control and test leukocyte populations are prepared by established techniques, treated 
with DNAsel, and selected for messenger RNA with an intact 3' end (i.e., polyA(+) 
messenger RNA) e.g., using commercially available kits according to the 
manufacturer's instructions e.g. Clontech. Double stranded cDNA is synthesized 
utilizing reverse transcriptase. Double stranded cDNA is then cut with a first 
restriction enzyme (e.g., Nlaffl, that cuts at the recognition site: CATG, and cuts the 
cDNA sequence at approximately 256 bp intervals) that cuts the cDNA molecules into 
conveniently sized fragments. 

The cDNAs prepared from the test population of leukocytes are divided into 
(typically 2) 'Hester" pools, while cDNAs prepared from the control population of 
leukocytes are designated the "driver" pool. Typically, pooled populations of cells 
from multiple individual donors are utilized and in the case of stimulated versus 
unstimulated cells, the corresponding tester and driver pools for any single subtraction 
reaction are derived from the same donor pool. 

A unique double-stranded adapter is ligated to each of the tester cDNA 
populations using unphosphorylated primers so that only the sense strand is 
covalently linked to the adapter. An initial hybridization is performed consisting of 
each of the tester pools of cDNA (each with its corresponding adapter) and an excess 
of the driver cDNA. Typically, an excess of about 10-100 fold driver relative to tester 
is employed, although significantly lower or higher ratios can be empirically 
determined to provide more favorable results. The initial hybridization results in an 
initial normalization of the cDNAs such that high and low abundance messages 
become more equally represented following hybridization due to a failure of 
driver/tester hybrids to amplify. 

A second hybridization involves pooling un-hybridized sequences from initial 
hybridizations together with the addition of supplemental driver cDNA. In this step, 
the expressed sequences enriched in the two tester pools following the initial 
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hybridization can hybridize. Hybrids resulting from the hybridization between 
members of each of the two tester pools are then recovered by amplification in a 
polymerase chain reaction (PCR) using primers specific for the unique adapters. 
Again, sequences originating in a tester pool that form hybrids with components of 
the driver pool are not amplified. Hybrids resulting between members of the same 
tester pool are eliminated by the formation of "panhandles" between their common 5' 
and 3 f ends. For additional details, see, e.g., Lukyanov et al. (1997) Biochem Biophvs 
Res Commun 230:285-8. 

Typically, the tester and driver pools are designated in the alternative, such 
that the hybridization is performed in both directions to ensure recovery of messenger 
RNAs that are differentially expressed in either a positive or negative manner (i.e., 
that are turned on or turned off, up-regulated or down-regulated). Accordingly, it will 
be understood that the designation of test and control populations is to some extent 
arbitrary, and that a test population can just as easily be compared to leukocytes 
derived from a patient with the same of another disease of interest. 

If so desired, the efficacy of the process can be assessed by such techniques as 
semi-quantitative PCR of known (i.e., control) nucleotide sequences, of varying 
abundance such as B-actin. The resulting PCR products representing partial cDNAs 
of differentially expressed nucleotide sequences are then cloned (i.e., ligated) into an 
appropriate vector (e.g., a commercially available TA cloning vector, such as pGEM 
from Promega) and, optionally, transformed into competent bacteria for selection and 
screening. 

Either of the above approaches, or both in combination, or indeed, any 
procedure, which permits the assembly of a collection of nucleotide sequences that 
are expressed in leukocytes, is favorably employed to produce the libraries of 
candidates useful for the identification of diagnostic nucleotide sets and disease 
specific target nucleotides of the invention. Additionally, any method that permits the 
assembly of a collection of nucleotides that are expressed in leukocytes and 
preferentially associated with one or more disease or condition, whether or not the 
nucleotide sequences are differentially expressed, is favorably employed in the 
context of the invention. Typically, libraries of about 2,000-10,000 members are 
produced (although libraries in excess of 10,000 are not uncommon). Following 
additional evaluation procedures, as described below, the proportion of unique clones 
in the candidate library can approximate 100%. 
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A candidate oligonucleotide sequence may be represented in a candidate 
library by a full-length or partial nucleic acid sequence, deoxyribonucleic acid (DNA) 
sequence, cDNA sequence, RNA sequence, synthetic oligonucleotides, etc. The 
nucleic acid sequence can be at least 19 nucleotides in length, at least 25 nucleotides, 
at least 40 nucleotides, at least 100 nucleotides, or larger. Alternatively, the protein 
product of a candidate nucleotide sequence may be represented in a candidate library 
using standard methods, as further described below. 

Characterization of candidate oligonucleotide sequences 

The sequence of individual members (e.g., clones, partial sequence listing in a 
database such as an EST, etc.) of the candidate oligonucleotide libraries is then 
determined by conventional sequencing methods well known in the art, e.g., by the 
dideoxy-chain termination method of Sanger et al. (1977) Proc Natl Acad Sci USA 
74:5463-7; by chemical procedures, e.g., Maxam and Gilbert (1977) Proc Natl Acad 
Sci USA 74:560-4; or by polymerase chain reaction cycle sequencing methods, e.g., 
Olsen and Eckstein (1989) Nuc Acid Res 17:9613-20, DNA chip based sequencing 
techniques or variations, including automated variations (e.g., as described in 
Hunkapiller et al. (1991) Science 254:59-67; Pease et al. (1994) Proc Natl Acad Sci 
USA 91 :5022-6), thereof. Numerous kits for performing the above procedures are 
commercially available and well known to those of skill in the art. Character strings 
corresponding to the resulting nucleotide sequences are then recorded (i.e., stored) in 
a database. Most cpmmonly the character strings are recorded on a computer readable 
medium for processing by a computational device. 

Generally, to facilitate subsequent analysis, a custom algorithm is employed to 
query existing databases in an ongoing fashion, to determine the identity, expression 
pattern and potential function of the particular members of a candidate library. The 
sequence is first processed, by removing low quality sequence. Next the vector 
sequences are identified and removed and sequence repeats are identified and masked. 
The remaining sequence is then used in a Blast algorithm against multiple publicly 
available, and/or proprietary databases, e.g., NCBI nucleotide, EST and protein 
databases, Unigene, and Human Genome Sequence. Sequences are also compared to 
all previously sequenced members of the candidate libraries to detect redundancy. 

In some cases, sequences are of high quality, but do not match any sequence in 
the NCBI nr, human EST or Unigene databases. In this case the sequence is queried 
against the human genomic sequence. If a single chromosomal site is matched with a 
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high degree of confidence, that region of genomic DNA is identified and subjected to 
further analysis with a gene prediction program such as GRAIL. This analysis may 
lead to the identification of a new gene in the genomic sequence. This sequence can 
then be translated to identify the protein sequence that is encoded and that sequence 
can be further analyzed using tools such as Pfam, Blast P, or other protein structure 
prediction programs, as illustrated in Table 7. Typically, the above analysis is 
directed towards the identification of putative coding regions, e.g., previously 
unidentified open reading frames, confirming the presence of known coding 
sequences, and determining structural motifs or sequence similarities of the predicted 
protein (i.e., the conceptual translation product) in relation to known sequences. In 
addition, it has become increasingly possible to assemble "virtual cDNAs" containing 
large portions of coding region, simply through the assembly of available expressed 
sequence tags (ESTs). In turn, these extended nucleic acid and amino acid sequences 
allow the rapid expansion of substrate sequences for homology searches and structural 
and functional motif characterization. The results of these analysis permits the 
categorization of sequences according to structural characteristics, e.g., as structural 
proteins, proteins involved in signal transduction, cell surface or secreted proteins etc. 

It is understood that full-length nucleotide sequences may also be identified 
using conventional methods, for example, library screening, RT-PCR, chromosome 
walking, etc., as described in Sambrook and Ausebel, infra. 

Candidate nucleotide library of the invention 

We identified members of a candidate nucleotide library that are differentially 
expressed in activated leukocytes and resting leukocytes. Accordingly, the invention 
provides the candidate leukocyte nucleotide library comprising the nucleotide 
sequences listed in Table 2, Table 3 and in the sequence listing. In another 
embodiment, the invention provides a candidate library comprising at least two 
nucleotide sequences listed in Table 2, Table 3, and the sequence listing. In another 
embodiment, the at least two nucleotide sequence are at least 19 nucleotides in length, 
at least 35 nucleotides, at least 40 nucleotides or at least 100 nucleotides. In some 
embodiments, the nucleotide sequences comprises deoxyribonucleic acid (DNA) 
sequence, ribonucleic acid (RNA) sequence, synthetic oligonucleotide sequence, or 
genomic DNA sequence. It is understood that the nucleotide sequences may each 
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correspond to one gene, or that several nucleotide sequences may correspond to one 
gene, or both. 

The invention also provides probes to the candidate nucleotide library. In one 
embodiment of the invention, the probes comprise at least two nucleotide sequences 
listed in Table 2, Table 3, or the sequence listing which are differentially expressed in 
leukocytes in an individual with a least one disease criterion for at least one 
leukocyte-related disease and in leukocytes in an individual without the at least one 
disease criterion, wherein expression of the two or more nucleotide sequences is 
correlated with at least one disease criterion. It is understood that a probe may detect 
either the RNA expression or protein product expression of the candidate nucleotide 
library. Alternatively, or in addition, a probe can detect a genotype associated with a 
candidate nucleotide sequence, as further described below. In another embodiment, 
the probes for the candidate nucleotide library are immobilized on an array. 

The candidate nucleotide library of the invention is useful in identifying 
diagnostic nucleotide sets of the invention, as described below. The candidate 
nucleotide sequences may be further characterized, and may be identified as a disease 
target nucleotide sequence and/or a novel nucleotide sequence, as described below. 
The candidate nucleotide sequences may also be suitable for use as imaging reagents, 
as described below. 

Generation of Expression Patterns 

RNA, DNA or protein sample procurement 

Following identification or assembly of a library of differentially expressed 
candidate nucleotide sequences, leukocyte expression profiles corresponding to 
multiple members of the candidate library are obtained. Leukocyte samples from one 
or more subjects are obtained by standard methods. Most typically, these methods 
involve trans-cutaneous venous sampling of peripheral blood. While sampling of 
circulating leukocytes from whole blood from the peripheral vasculature is generally 
the simplest, least invasive, and lowest cost alternative, it will be appreciated that 
numerous alternative sampling procedures exist, and are favorably employed in some 
circumstances. No pertinent distinction exists, in fact, between leukocytes sampled 
from the peripheral vasculature, and those obtained, e.g., from a central line, from a 
central artery, or indeed from a cardiac catheter, or during a surgical procedure which 
accesses the central vasculature. In addition, other body fluids and tissues that are, at 
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least in part, composed of leukocytes are also desirable leukocyte samples. For 
example, fluid samples obtained from the lung during bronchoscopy may be rich in 
leukocytes, and amenable to expression profiling in the context of the invention, e.g., 
for the diagnosis, prognosis, or monitoring of lung transplant rejection, inflammatory 
lung diseases or infectious lung disease. Fluid samples from other tissues, e.g., 
obtained by endoscopy of the colon, sinuses, esophagus, stomach, small bowel, 
pancreatic duct, biliary tree, bladder, ureter, vagina, cervix or uterus, etc., are also 
suitable. Samples may also be obtained other sources containing leukocytes, e.g., 
from urine, bile, cerebrospinal fluid, feces, gastric or intestinal secretions, semen, or 
solid organ or joint biopsies. 

Most frequently, mixed populations of leukocytes, such as are found in whole 
blood are utilized in the methods of the present invention. A crude separation, e.g., of 
mixed leukocytes from red blood cells, and/or concentration, e.g., over a sucrose, 
percoll or ficoll gradient, or by other methods known in the art, can be employed to 
facilitate the recovery of RNA or protein expression products at sufficient 
concentrations, and to reduce non-specific background. In some instances, it can be 
desirable to purify sub-populations of leukocytes, and methods for doing so, such as 
density or affinity gradients, flow cytometry, fluorescence Activated Cell Sorting 
(FACS), immuno-magnetic separation, "panning," and the like, are described in the 
available literature and below. 

Obtaining DNA, RNA and protein samples for expression profiling 

Expression patterns can be evaluated at the level of DNA, or RNA or protein 
products. For example, a variety of techniques are available for the isolation of RNA 
from whole blood. Any technique that allows isolation of mRNA from cells (in the 
presence or absence of rRNA and tRNA) can be utilized. In brief, one method that 
allows reliable isolation of total RNA suitable for subsequent gene expression 
analysis, is described as follows. Peripheral blood (either venous or arterial) is drawn 
from a subject, into one or more sterile, endotoxin free, tubes containing an 
anticoagulant (e.g., EDTA, citrate, heparin, etc.). Typically, the sample is divided 
into at least two portions. One portion, e.g., of 5-8 ml of whole blood is frozen and 
stored for future analysis, e.g., of DNA or protein. A second portion, e.g., of 
approximately 8 ml whole blood is processed for isolation of total RNA by any of a 
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variety of techniques as described in, e.g, Sambook, Ausubel, below, as well as U.S. 
Patent Numbers: 5,728,822 and 4,843,155. 

Typically, a subject sample of mononuclear leukocytes obtained from about 8 
ml of whole blood, a quantity readily available from an adult human subject under 
most circumstances, yields 5-20 ng of total RNA. This amount is ample, e.g., for 
labeling and hybridization to at least two probe arrays. Labeled probes for analysis of 
expression patterns of nucleotides of the candidate libraries are prepared from the 
subject's sample of RNA using standard methods. In many cases, cDNA is 
synthesized from total RNA using a polyT primer and labeled, e.g., radioactive or 
fluorescent, nucleotides. The resulting labeled cDNA is then hybridized to probes 
corresponding to members of the candidate nucleotide library, and expression data is 
obtained for each nucleotide sequence in the library. RNA isolated from subject 
samples (e.g., peripheral blood leukocytes, or leukocytes obtained from other 
biological fluids and samples) is next used for analysis of expression patterns of 
nucleotides of the candidate libraries. 

In some cases, however, the amount of RNA that is extracted from the 
leukocyte sample is limiting, and amplification of the RNA is desirable. 
Amplification may be accomplished by increasing the efficiency of probe labeling, or 
by amplifying the RNA sample prior to labeling. It is appreciated that care must be 
taken to select an amplification procedure that does not introduce any bias (with 
respect to gene expression levels) during the amplification process. 

Several methods are available that increase the signal from limiting amounts 
of RNA, e.g. use of the Clontech (Glass Fluorescent Labeling Kit) or Stratagene 
(Fairplay Microarray Labeling Kit), or the Micromax kit (New England Nuclear, 
Inc.). Alternatively, cDNA is synthesized from RNA using a T7- polyT primer, in the 
absence of label, and DNA dendrimers from Genisphere (3DNA Submicro) are 
hybridized to the pol^T sequence on the primer, or to a different "capture sequence" 
which is complementary to a fluorescently labeled sequence. Each 3DNA molecule 
has 250 fluorescent molecules and therefore can strongly label each cDNA. 

Alternatively, the RNA sample is amplified prior to labeling. For example, 
linear amplification may be performed, as described in U.S. Patent No. 6,132,997. A 
T7-polyT primer is used to generate the cDNA copy of the RNA. A second DNA 
strand is then made to complete the substrate for amplification. The T7 promoter 
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incorporated into the primer is used by a T7 polymerase to produce numerous 
antisense copies of the original RNA. Fluorescent dye labeled nucleotides are directly 
incorporated into the RNA. Alternatively, amino allyl labeled nucleotides are 
incorporated into the RNA, and then fluorescent dyes are chemically coupled to the 
amino allyl groups, as described in Hughes. Other exemplary methods for 
amplification are described below. 

It is appreciated that the RNA isolated must contain RNA derived from 
leukocytes, but may also contain RNA from other cell types to a variable degree. 
Additionally, the isolated RNA may come from subsets of leukocytes, e.g. monocytes 
and/or T-lymphocytes, as described above. Such consideration of cell type used for 
the derivation of RNA depend on the method of expression profiling used. 

DNA samples may be obtained for analysis of the presence of DNA 
mutations, single nucleotide polymorphisms (SNPs), or other polymorphisms. DNA 
is isolated using standard techniques, e.g. Maniatus, supra. 

Expression of products of candidate nucleotides may also be assessed using 
proteomics. Protein(s) are detected in samples of patient serum or from leukocyte 
cellular protein. Serum is prepared by centrifugation of whole blood, using standard 
methods. Proteins present in the serum may have been produced from any of a 
variety of leukocytes and non-leukocyte cells, and include secreted proteins from 
leukocytes. Alternatively, leukocytes or a desired sub-population of leukocytes are 
prepared as described above. Cellular protein is prepared from leukocyte samples 
using methods well known in the art, e.g., Trizol (Invitrogen Life Technologies, cat # 
15596108; Chomczynski, P. and Sacchi, N. (1987) Anal. Biochem. 162, 156; Simms, 
D., Cizdziel, P.E., and Chomczynski, P. (1993) Focus® 15, 99; Chomczynski, P., 
Bowers-Finn, R., and Sabatini, L. (1987) J. of NIH Res. 6, 83; Chomczynski, P. 
(1993) Bio/Techniques 15, 532; Bracete, AM., Fox, D.K., and Simms, D. (1998) 
Focus 20, 82; Sewall, A. and McRae, S. (1998) Focus 20, 36; Anal Biochem 1984 
Apr;138(l):141-3, A method for the quantitative recovery of protein in dilute solution 
in the presence of detergents and lipids; Wessel D, Flugge UT. (1984) Anal Biochem. 
1984Apr;138(l):141-143. 

Obtaining expression patterns 

Expression patterns, or profiles, of a plurality of nucleotides corresponding to 
members of the candidate library are then evaluated in one or more samples of 
leukocytes. Typically, the leukocytes are derived from patient peripheral blood 
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samples, although, as indicated above, many other sample sources are also suitable. 
These expression patterns constitute a set of relative or absolute expression values for 
a some number of RNAs or protein products corresponding to the plurality of 
nucleotide sequences evaluated, which is referred to herein as the subject's 
"expression profile" for those nucleotide sequences. While expression patterns for as 
few as one independent member of the candidate library can be obtained, it is 
generally preferable to obtain expression patterns corresponding to a larger number of 
nucleotide sequences, e.g., about 2, about 5, about 10, about 20, about 50, about 100, 
about 200, about 500, or about 1000, or more. The expression pattern for each 
differentially expressed component member of the library provides a finite specificity 
and sensitivity with respect to predictive value, e.g., for diagnosis, prognosis, 
monitoring, and the like. 

Clinical Studies, Data and Patient Groups 

For the purpose of discussion, the term subject, or subject sample of 
leukocytes, refers to an individual regardless of health and/or disease status. A 
subject can be a patient, a study participant, a control subject, a screening subject, or 
any other class of individual from whom a leukocyte sample is obtained and assessed 
in the context of the invention. Accordingly, a subject can be diagnosed with a 
disease, can present with one or more symptom of a disease, or a predisposing factor, 
such as a family (genetic) or medical history (medical) factor, for a disease, or the 
like. Alternatively, a subject can be healthy with respect to any of the aforementioned 
factors or criteria. It will be appreciated that the term "healthy" as used herein, is 
relative to a specified disease, or disease factor, or disease criterion, as the term 
"healthy" cannot be defined to correspond to any absolute evaluation or status. Thus, 
an individual defined as healthy with reference to any specified disease or disease 
criterion, can in fact be diagnosed with any other one or more disease, or exhibit any 
other one or more disease criterion. 

Furthermore, while the discussion of the invention focuses, and is exemplified 
using human sequences and samples, the invention is equally applicable, through 
construction or selection of appropriate candidate libraries, to non-human animals, 
such as laboratory animals, e.g., mice, rats, guinea pigs, rabbits; domesticated 
livestock, e.g., cows, horses, goats, sheep, chicken, etc.; and companion animals, e.g., 
dogs, cats, etc. 
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Methods for obtaining expression data 

Numerous methods for obtaining expression data are known, and any one or 
more of these techniques, singly or in combination, are suitable for determining 
expression profiles in the context of the present invention. For example, expression 
patterns can be evaluated by northern analysis, PCR, RT-PCR, Taq Man analysis, 
FRET detection, monitoring one or more molecular beacon, hybridization to an 
oligonucleotide array, hybridization to a cDNA array, hybridization to a 
polynucleotide array, hybridization to a liquid microarray, hybridization to a 
microelectric array, molecular beacons, cDNA sequencing, clone hybridization, 
cDNA fragment fingerprinting, serial analysis of gene expression (SAGE), subtractive 
hybridization, differential display and/or differential screening (see, e.g., Lockhart and 
Winzeler (2000) Nature 405:827-836, and references cited therein). 

For example, specific PCR primers are designed to a member(s) of a candidate 
nucleotide library. cDNA is prepared from subject sample RNA by reverse 
transcription from a poly-dT oligonucleotide primer, and subjected to PCR. Double 
stranded cDNA may be prepared using primers suitable for reverse transcription of 
the PCR product, followed by amplification of the cDNA using in vitro transcription. 
The product of in vitro transcription is a sense-RNA corresponding to the original 
member(s) of the candidate library. PCR product may be also be evaluated in a 
number of ways known in the art, including real-time assessment using detection of 
labeled primers, e.g. TaqMan or molecular beacon probes. Technology platforms 
suitable for analysis of PCR products include the ABI 7700, 5700, or 7000 Sequence 
Detection Systems (Applied Biosystems, Foster City, CA), the MJ Research Opticon 
(MJ Research, Waltham, MA), the Roche Light Cycler (Roche Diagnostics, 
Indianapolis, IN), the Stratagene MX4000 (Stratagene, La Jolla, CA), and the Bio- 
Rad iCycler (Bio-Rad Laboratories, Hercules, CA). Alternatively, molecular 
beacons are used to detect presence of a nucleic acid sequence in an unamplified RNA 
or cDNA sample, or following amplification of the sequence using any method, e.g. 
IVT (In Vitro transcription) or NASBA (nucleic acid sequence based amplification). 
Molecular beacons are designed with sequences complementary to member(s) of a 
candidate nucleotide library, and are linked to fluorescent labels. Each probe has a 
different fluorescent label with non-overlapping emission wavelengths. For example, 
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expression of ten genes maybe assessed using ten different sequence-specific 
molecular beacons. 

Alternatively, or in addition, molecular beacons are used to assess expression 
of multiple nucleotide sequences at once. Molecular beacons with sequence 
complimentary to the members of a diagnostic nucleotide set are designed and linked 
to fluorescent labels. Each fluorescent label used must have a non-overlapping 
emission wavelength. For example, 10 nucleotide sequences can be assessed by 
hybridizing 10 sequence specific molecular beacons (each labeled with a different 
fluorescent molecule) to an amplified or un-amplified RNA or cDNA sample. Such 
an assay bypasses the need for sample labeling procedures. 

Alternatively, or in addition bead arrays can be used to assess expression of 
multiple sequences at once. See, e.g, LabMAP 100, Luminex Corp, Austin, Texas). 
Alternatively, or in addition electric arrays are used to assess expression of multiple 
sequences, as exemplified by the e-Sensor technology of Motorola (Chicago, 111.) or 
Nanochip technology of Nanogen (San Diego, CA.) 

Of course, the particular method elected will be dependent on such factors as 
quantity of RNA recovered^ practitioner preference, available reagents and equipment, 
detectors, and the like. Typically, however, the elected method(s) will be appropriate 
for processing the number of samples and probes of interest. Methods for high- 
throughput expression analysis are discussed below. 

Alternatively, expression at the level of protein products of gene expression is 
performed. For example, protein expression, in a sample of leukocytes, can be 
evaluated by one or more method selected from among: western analysis, two- 
dimensional gel analysis, chromatographic separation, mass spectrometric detection, 
protein-fusion reporter constructs, colorimetric assays, binding to a protein array and 
characterization of polysomal mRNA. One particularly favorable approach involves 
binding of labeled protein expression products to an array of antibodies specific for 
members of the candidate library. Methods for producing and evaluating antibodies 
are widespread in the art, see, e.g., Coligan, supra; and Harlow and Lane (1989) 
Antibodies: A Laboratory Manual . Cold Spring Harbor Press, NY ("Harlow and 
Lane"). Additional details regarding a variety of immunological and immunoassay 
procedures adaptable to the present invention by selection of antibody reagents 
specific for the products of candidate nucleotide sequences can be found in, e.g., 
Stites and Terr (eds.)(1991) Basi c and Clinical Immunology, 7 th ed., and Paul, supra. 
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Another approach uses systems for performing desorption spectrometry. 
Commercially available systems, e.g., from Ciphergen Biosystems, Inc. (Fremont, 
CA) are particularly well suited to quantitative analysis of protein expression. Indeed, 
Protein Chip® arrays (see, e.g., http://www.ciphergen.com/) used in desorption 
spectrometry approaches provide arrays for detection of protein expression. 
Alternatively, affinity reagents, e.g., antibodies, small molecules, etc.) are developed 
that recognize epitopes of the protein product. Affinity assays are used in protein 
array assays, e.g. to detect the presence or absence of particular proteins. 
Alternatively, affinity reagents are used to detect expression using the methods 
described above. In the case of a protein that is expressed on the cell surface of 
leukocytes, labeled affinity reagents are bound to populations of leukocytes, and 
leukocytes expressing the protein are identified and counted using fluorescent 
activated cell sorting (FACS). 

It is appreciated that the methods of expression evaluation discussed herein, 
although discussed in the context of discovery of diagnostic nucleotide sets, are 
equally applicable for expression evaluation when using diagnostic nucleotide sets 
for, e.g. diagnosis of diseases, as further discussed below. 

High Tliroughput Expression Assays 

A number of suitable high throughput formats exist for evaluating gene 
expression. Typically, the term high throughput refers to a format that performs at 
least about 100 assays, or at least about 500 assays, or at least about 1000 assays, or at 
least about 5000 assays, or at least about 10,000 assays, or more per day. When 
enumerating assays, either the number of samples or the number of candidate 
nucleotide sequences evaluated can be considered. For example, a northern analysis 
of, e.g., about 100 samples performed in a gridded array, e.g., a dot blot, using a 
single probe corresponding to a candidate nucleotide sequence can be considered a 
high throughput assay. More typically, however, such an assay is performed as a 
series of duplicate blots, each evaluated with a distinct probe corresponding to a 
different member of the candidate library. Alternatively, methods that simultaneously 
evaluate expression of about 100 or more candidate nucleotide sequences in one or 
more samples, or in multiple samples, are considered high throughput. 

Numerous technological platforms for performing high throughput expression 
analysis are known. Generally, such methods involve a logical or physical array of 
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either the subject samples, or the candidate library, or both. Common array formats 
include both liquid and solid phase arrays. For example, assays employing liquid 
phase arrays, e.g., for hybridization of nucleic acids, binding of antibodies or other 
receptors to ligand, etc., can be performed in multiwell, or microtiter, plates. 
Microtiter plates with 96, 384 or 1536 wells are widely available, and even higher 
numbers of wells, e.g, 3456 and 9600 can be used. In general, the choice of microtiter 
plates is determined by the methods and equipment, e.g., robotic handling and loading 
systems, used for sample preparation and analysis. Exemplary systems include, e.g., 
the ORCA™ system from Beckman-Coulter, Inc. (Fullerton, CA) and the Zymate 
systems from Zymark Corporation (Hopkinton, MA). 

Alternatively, a variety of solid phase arrays can favorably be employed in to 
determine expression patterns in the context of the invention. Exemplary formats 
include membrane or filter arrays (e.g, nitrocellulose, nylon), pin arrays, and bead 
arrays (e.g., in a liquid "slurry"). Typically, probes corresponding to nucleic acid or 
protein reagents that specifically interact with (e.g., hybridize to or bind to) an 
expression product corresponding to a member of the candidate library are 
immobilized, for example by direct or indirect cross-linking, to the solid support. 
Essentially any solid support capable of withstanding the reagents and conditions 
necessary for performing the particular expression assay can be utilized. For 
example, functionalized glass, silicon, silicon dioxide, modified silicon, any of a 
variety of polymers, such as (poly)tetrafluoroethylene, (poly)vinylidenedifluoride, 
polystyrene, polycarbonate, or combinations thereof can all serve as the substrate for a 
solid phase array. 

In a preferred embodiment, the array is a "chip" composed, e.g., of one of the 
above specified materials. Polynucleotide probes, e.g., RNA or DNA, such as cDNA, 
synthetic oligonucleotides, and the like, or binding proteins such as antibodies, that 
specifically interact with expression products of individual components of the 
candidate library are affixed to the chip in a logically ordered manner, i.e., in an array. 
In addition, any molecule with a specific affinity for either the sense or anti-sense 
sequence of the marker nucleotide sequence (depending on the design of the sample 
labeling), can be fixed to the array surface without loss of specific affinity for the 
marker and can be obtained and produced for array production, for example, proteins 
that specifically recognize the specific nucleic acid sequence of the marker, 
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ribozymes, peptide nucleic acids (PNA), or other chemicals or molecules with 
specific affinity. 

Detailed discussion of methods for linking nucleic acids and proteins to a chip 
substrate, are found in, e.g., US Patent No. 5,143,854 "LARGE SCALE 
PHOTOLITHOGRAPHIC SOLID PHASE SYNTHESIS OF POLYPEPTIDES AND 
RECEPTOR BINDING SCREENING THEREOF' to Pirrung et al., issued, 
September 1, 1992; US Patent No. 5,837,832 "ARRAYS OF NUCLEIC ACID 
PROBES ON BIOLOGICAL CHIPS" to Chee et al., issued November 17, 1998; US 
Patent No. 6,087,1 12 "ARRAYS WITH MODIFIED OLIGONUCLEOTIDE AND 
POLYNUCLEOTIDE COMPOSITIONS" to Dale, issued July 1 1, 2000; US Patent 
No. 5,215,882 "METHOD OF IMMOBILIZING NUCLEIC ACID ON A SOLID 
SUBSTRATE FOR USE IN NUCLEIC ACID HYBRIDIZATION ASSAYS" to Bahl 
et al., issued June 1, 1993; US Patent No. 5,707,807 "MOLECULAR INDEXING 
FOR EXPRESSED GENE ANALYSIS" to Kato, issued January 13, 1998; US Patent 
No. 5,807,522 "METHODS FOR FABRICATING MICROARRAYS OF 
BIOLOGICAL SAMPLES" to Brown et al., issued September 15, 1998; US Patent 
No. 5,958,342 "JET DROPLET DEVICE" to Gamble et al., issued Sept. 28, 1999; US 
Patent 5,994,076 "METHODS OF ASSAYING DIFFERENTIAL EXPRESSION' to 
Chenchik et al., issued Nov. 30, 1999; US Patent No. 6,004,755 "QUANTITATIVE 
MICROARRAY HYBRIDIZATION ASSAYS" to Wang, issued Dec. 21, 1999; US 
Patent No. 6,048,695 "CHEMICALLY MODIFIED NUCLEIC ACIDS AND 
METHOD FOR COUPLING NUCLEIC ACIDS TO SOLID SUPPORT" to Bradley 
et al., issued April 11, 2000; US Patent No. 6,060,240 "METHODS FOR 
MEASURING RELATIVE AMOUNTS OF NUCLEIC ACIDS IN A COMPLEX 
MIXTURE AND RETRIEVAL OF SPECIFIC SEQUENCES THEREFROM" to 
Kamb et al., issued May 9, 2000; US Patent No. 6,090,556 "METHOD FOR 
QUANTITATIVELY DETERMINING THE EXPRESSION OF A GENE" to Kato, 
issued July 18, 2000; and US Patent 6,040,138 "EXPRESSION MONITORING BY 
HYBRIDIZATION TO HIGH DENSITY OLIGONUCLEOTIDE ARRAYS" to 
Lockhart et al., issued March 21, 2000. 

For example, cDNA inserts corresponding to candidate nucleotide sequences, 
in a standard TA cloning vector are amplified by a polymerase chain reaction for 
approximately 30-40 cycles. The amplified PGR products are then arrayed onto a 
glass support by any of a variety of well known techniques, e.g., the VSLIPS™ 
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technology described in US Patent No. 5,143,854. RNA, or cDNA corresponding to 
RNA, isolated from a subject sample of leukocytes is labeled, e.g., with a fluorescent 
tag, and a solution containing the RNA (or cDNA) is incubated under conditions 
favorable for hybridization, with the "probe" chip. Following incubation, and 
washing to eliminate non-specific hybridization, the labeled nucleic acid bound to the 
chip is detected qualitatively or quantitatively, and the resulting expression profile for 
the corresponding candidate nucleotide sequences is recorded. It is appreciated that 
the probe used for diagnostic purposes may be identical to the probe used during 
diagnostic nucleotide sequence discovery and validation. Alternatively, the probe 
sequence may be different than the sequence used in diagnostic nucleotide sequence 
discovery and validation. Multiple cDNAs from a nucleotide sequence that are non- 
overlapping or partially overlapping may also be used. 

In another approach, oligonucleotides corresponding to members of a 
candidate nucleotide library are synthesized and spotted onto an array. Alternatively, 
oligonucleotides are synthesized onto the array using methods known in the art, e.g. 
Hughes, et al. supra. The oligonucleotide is designed to be complementary to any 
portion of the candidate nucleotide sequence. In addition, in the context of expression 
analysis for, e.g. diagnostic use of diagnostic nucleotide sets, an oligonucleotide can 
be designed to exhibit particular hybridization characteristics, or to exhibit a particular 
specificity and/or sensitivity, as further described below. 

Hybridization signal may be amplified using methods known in the art, and as 
described herein, for example use of the Clontech kit (Glass Fluorescent Labeling 
Kit), Stratagene kit (Fairplay Microarray Labeling Kit), the Micromax kit (New 
England Nuclear, Inc.), the Genisphere kit (3DNA Submicro), linear amplification, 
e.g. as described in U.S. Patent No. 6,132,997 or described in Hughes, TR, et al., 
Nature Biotechnology, 19:343-347 (2001) and/or Westin et al. Nat Biotech. 18:199- 
204. 

Alternatively, fluorescently labeled cDNA are hybridized directly to the 
microarray using methods known in the art. For example, labeled cDNA are 
generated by reverse transcription using Cy3- and Cy5-conjugated deoxynucleotides, 
and the reaction products purified using standard methods. It is appreciated that the 
methods for signal amplification of expression data useful for identifying diagnostic 
nucleotide sets are also usefiil for amplification of expression data for diagnostic 
purposes. 
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Microarray expression may be detected by scanning the microarray with a 
. variety of laser or CCD-based scanners, and extracting features with numerous 
software packages, for example, Imagene (Biodiscovery), Feature Extraction 
(Agilent), Scanalyze (Eisen, M. 1999. SCANALYZE User Manual; Stanford Univ., 
Stanford, CA. Ver 2.32.), GenePix (Axon Instruments). 

In another approach, hybridization to microelectric arrays is performed, e.g. as 
described in Umek et al (2001) JMol Diagn. 3:74-84. An affinity probe, e.g. DNA, is 
deposited on a metal surface. The metal surface underlying each probe is connected 
to a metal wire and electrical signal detection system. Unlabelled RNA or cDNA is 
hybridized to the array, or alternatively, RNA or cDNA sample is amplified before 
hybridization, e.g. by PCR. Specific hybridization of sample RNA or cDNA results 
in generation of an electrical signal, which is transmitted to a detector. See Westin 
(2000) Nat Biotech. 18:199-204 (describing anchored multiplex amplification of a 
microelectronic chip array); Edman (1997) NAR 25:4907-14; Vignali (2000) J 
Immunol Methods 243:243-55. 

In another approach, a microfluidics chip is used for RNA sample preparation 
and analysis. This approach increases efficiency because sample preparation and 
analysis are streamlined. Briefly, microfluidics may be used to sort specific leukocyte 
sub-populations prior to RNA preparation and analysis. Microfluidics chips are also 
useful for, e.g., RNA preparation, and reactions involving RNA (reverse transcription, 
RT-PCR). Briefly, a small volume of whole, anti-coagulated blood is loaded onto a 
microfluidics chip, for example chips available from Caliper (Mountain View, CA) or 
Nanogen (San Diego, CA.) A microfluidics chip may contain channels and 
reservoirs in which cells are moved and reactions are performed. Mechanical, 
electrical, magnetic, gravitational, centrifugal or other forces are used to move the 
cells and to expose them to reagents. For example, cells of whole blood are moved 
into a chamber containing hypotonic saline, which results in selective lysis of red 
blood cells after a 20-minute incubation. Next, the remaining cells (leukocytes) are 
moved into a wash chamber and finally, moved into a chamber containing a lysis 
buffer such as guanidine isothyocyanate. The leukocyte cell lysate is further 
processed for RNA isolation in the chip, or is then removed for further processing, for 
example, RNA extraction by standard methods. Alternatively, the microfluidics chip 
is a circular disk containing ficoll or another density reagent. The blood sample is 
injected into the center of the disc, the disc is rotated at a speed that generates a 
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centrifugal force appropriate for density gradient separation of mononuclear cells, and 
the separated mononuclear cells are then harvested for further analysis or processing. 

It is understood that the methods of expression evaluation, above, although 
discussed in the context of discovery of diagnostic nucleotide sets, are also applicable 
for expression evaluation when using diagnostic nucleotide sets for, e.g. diagnosis of 
diseases, as further discussed below. 

Evaluation of expression patterns 

Expression patterns can be evaluated by qualitative and/or quantitative 
measures. Certain of the above described techniques for evaluating gene expression 
(as RNA or protein products) yield data that are predominantly qualitative in nature. 
That is, the methods detect differences in expression that classify expression into 
distinct modes without providing significant information regarding quantitative 
aspects of expression. For example, a technique can be described as a qualitative 
technique if it detects the presence or absence of expression of a candidate nucleotide 
sequence, i.e., an on/off pattern of expression. Alternatively, a qualitative technique 
measures the presence (and/or absence) of different alleles, or variants, of a gene 
product. 

In contrast, some methods provide data that characterizes expression in a 
quantitative manner. That is, the methods relate expression on a numerical scale, e.g.,. 
a scale of 0-5, a scale of 1-10, a scale of + - +++, from grade 1 to grade 5, a grade 
from a to z, or the like. It will be understood that the numerical, and symbolic 
examples provided are arbitrary, and that any graduated scale (or any symbolic 
representation of a graduated scale) can be employed in the context of the present 
invention to describe quantitative differences in nucleotide sequence expression. 
Typically, such methods yield information corresponding to a relative increase or 
decrease in expression. 

Any method that yields either quantitative or qualitative expression data is 
suitable for evaluating expression of candidate nucleotide sequence in a subject 
sample of leukocytes. In some cases, e.g., when multiple methods are employed to 
determine expression patterns for a plurality of candidate nucleotide sequences, the 
recovered data, e.g., the expression profile, for the nucleotide sequences is a 
combination of quantitative and qualitative data. 
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In some applications, expression of the plurality of candidate nucleotide 
sequences is evaluated sequentially. This is typically the case for methods that can be 
characterized as low- to moderate-throughput. In contrast, as the throughput of the 
elected assay increases, expression for the plurality of candidate nucleotide sequences 
in a sample or multiple samples of leukocytes, is assayed simultaneously. Again, the 
methods (and throughput) are largely determined by the individual practitioner, 
although, typically, it is preferable to employ methods that permit rapid, e.g. 
automated or partially automated, preparation and detection, on a scale that is time- 
efficient and cost-effective. 

It is understood that the preceding discussion, while directed at the assessment 
of expression of the members of candidate libraries, is also applies to the assessment 
of the expression of members of diagnostic nucleotide sets, as further discussed 
below. 

Genotyping 

In addition to, or in conjunction with the correlation of expression profiles and 
clinical data, it is often desirable to correlate expression patterns with the subject's 
genotype at one or more genetic loci. The selected loci can be, for example, 
chromosomal loci corresponding to one or more member of the candidate library, 
polymorphic alleles for marker loci, or alternative disease related loci (not 
contributing to the candidate library) known to be, or putatively associated with, a 
disease (or disease criterion). Indeed, it will be appreciated, that where a 
(polymorphic) allele at a locus is linked to a disease (or to a predisposition to a 
disease), the presence of the allele can itself be a disease criterion. 

Numerous well known methods exist for evaluating the genotype of an 
individual, including southern analysis, restriction fragment length polymorphism 
(RFLP) analysis, polymerase chain reaction (PGR), amplification length 
polymorphism (AFLP) analysis, single stranded conformation polymorphism (SSCP) 
analysis, single nucleotide polymorphism (SNP) analysis (e.g., via PCR, Taqman or 
molecular beacons), among many other useful methods. Many such procedures are 
readily adaptable to high throughput and/or automated (or semi-automated) sample 
preparation and analysis methods. Most, can be performed on nucleic acid samples 
recovered via simple procedures from the same sample of leukocytes as yielded the 
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material for expression profiling. Exemplary techniques are described in, e.g., 
Sambrook, and Ausubel, supra. 

Identification of the diagnostic nucleotide sets of the invention 

Identification of diagnostic nucleotide sets and disease specific target 
nucleotide sequence proceeds by correlating the leukocyte expression profiles with 
data regarding the subject's health status to produce a data set designated a 
"molecular signature." Examples of data regarding a patient's health status, also 
termed "disease criteria(ion)", is described below and in the Section titled "selected 
diseases," below. Methods useful for correlation analysis are further described 
elsewhere in the specification. 

Generally, relevant data regarding the subject's health status includes 
retrospective or prospective health data, e.g., in the form of the subject's medical 
history, as provided by the subject, physician or third party, such as, medical 
diagnoses, laboratory test results, diagnostic test results, clinical events, or medication 
lists, as further described below. Such data may include information regarding a 
patient's response to treatment and/or a particular medication and data regarding the 
presence of previously characterized "risk factors." For example, cigarette smoking 
and obesity are previously identified risk factors for heart disease. Further examples 
of health status information, including diseases and disease criteria, is described in the 
section titled Selected diseases, below. 

Typically, the data describes prior events and evaluations (i.e., retrospective 
data). However, it is envisioned that data collected subsequent to the sampling (i.e., 
prospective data) can also be correlated with the expression profile. The tissue 
sampled, e.g., peripheral blood, bronchial lavage, etc., can be obtained at one or more 
multiple time points and subject data is considered retrospective or prospective with 
respect to the time of sample procurement. 

Data collected at multiple time points, called "longitudinal data", is often 
useful, and thus, the invention encompasses the analysis of patient data collected from 
the same patient at different time points. Analysis of paired samples, such as samples 
from a patient at different time, allows identification of differences that are 
specifically related to the disease state since the genetic variability specific to the 
patient is controlled for by the comparison. Additionally, other variables that exist 
between patients may be controlled for in this way, for example, the presence or 
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absence of inflammatory diseases (e.g., rheumatoid arthritis) the use of medications 
that may effect leukocyte gene expression, the presence or absence of co-morbid 
conditions, etc. Methods for analysis of paired samples are further described below. 
Moreover, the analysis of a pattern of expression profiles (generated by collecting 
multiple expression profiles) provides information relating to changes in expression 
level over time, and may permit the determination of a rate of change, a trajectory, or 
an expression curve. Two longitudinal samples may provide information on the 
change in expression of a gene over time, while three longitudinal samples may be 
necessary to determine the 'trajectory" of expression of a gene. Such information 
may be relevant to the diagnosis of a disease. For example, the expression of a gene 
may vary from individual to individual, but a clinical event, for example , a heart 
attack, may cause the level of expression to double in each patient. In this example, 
clinically interesting information is gleaned from the change in expression level, as 
opposed to the absolute level of expression in each individual. 

Generally, small sample sizes of 10-40 samples from 10-20 individuals are 
used to identify a diagnostic nucleotide set. Larger sample sizes are generally 
necessary to validate the diagnostic nucleotide set for use in large and varied patient 
populations, as further described below. For example, extension of gene expression 
correlations to varied ethnic groups, demographic groups, nations, peoples or races 
may require expression correlation experiments on the population of interest. 

Expression Reference Standards 

Expression profiles derived from a patient (i.e., subjects diagnosed with, or 
exhibiting symptoms of, or exhibiting a disease criterion, or under a doctor's care for 
a disease) sample are compared to a control or standard expression RNA to facilitate 
comparison of expression profiles (e.g. of a set of candidate nucleotide sequences) 
from a group of patients relative to each other (i.e., from one patient in the group to 
other patients in the group, or to patients in another group). 

For example, in one approach to identifying diagnostic nucleotide sets, 
expression profiles derived from patient samples are compared to a expression 
reference "standard." Standard expression reference can be, for example, RNA 
derived from resting cultured leukocytes or commercially available reference RNA, 
such as Universal reference RNA from Stratagene. See Nature, V406, 8-17-00, 
p. 747-752. Use of an expression reference standard is particularly useful when the 
expression of large numbers of nucleotide sequences is assayed, e.g. in an array, and 
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in certain other applications, e.g. qualitative PCR, RT-PCR, etc., where it is desirable 
to compare a sample profile to a standard profile, and/or when large numbers of 
expression profiles, e.g. a patient population, are to be compared. Generally, an 
expression reference standard should be available in large quantities, should be a good 
substrate for amplification and labeling reactions, and should be capable of detecting 
a large percentage of candidate nucleic acids using suitable expression profiling 
technology. 

Alternatively, or in addition, the expression profile derived from a patient 
sample is compared with the expression of an internal reference control gene, for 
example, (3-actin or CD4. The relative expression of the profiled genes and the 
internal reference control gene (from the same individual) is obtained. An internal 
reference control may also be used with a reference RNA. For example, an 
expression profile for "gene 1" and the gene encoding CD4 can be determined in a 
patient sample and in a reference RNA. The expression of each gene can be 
expressed as the "relative" ratio of expression the gene in the patient sample 
compared with expression of the gene in the reference RNA. The expression ratio 
(sample/reference) for gene 1 may be divided by the expression ration for CD4 
(sample/reference) and thus the relative expression of gene 1 to CD4 is obtained. 

The invention also provides a buffy coat control RNA useful for expression 
profiling, and a method of using control RNA produced from a population of buffy 
coat cells, the white blood cell layer derived from the centrifiigation of whole blood. 
Buffy coat contains all white blood cells, including granulocytes, mononuclear cells 
and platelets. The invention also provides a method of preparing control RNA from 
buffy coat cells for use in expression profile analysis of leukocytes. Buffy coat 
fractions are obtained, e.g. from a blood bank or directly from individuals, preferably 
from a large number of individuals such that bias from individual samples is avoided 
and so that the RNA sample represents an average expression of a healthy population. 
Buffy coat fractions from about 50 or about 100, or more individuals are preferred. 
10 ml buffy coat from each individual is used. Buffy coat samples are treated with an 
erthythrocyte lysis buffer, so that erythrocytes are selectively removed. The 
leukocytes of the buffy coat layer are collected by centrifiigation. Alternatively, the 
buffy cell sample can be further enriched for a particular leukocyte sub-populations, 
e.g. mononuclear cells, T-lymphocytes, etc. To enrich for mononuclear cells, the 
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buffy cell pellet, above, is diluted in PBS (phosphate buffered saline) and loaded onto 
a non-polystyrene tube containing a polysucrose and sodium diatrizoate solution 
adjusted to a density of 1 .077+/-0.001 g/ml. To enrich for T-lymphocytes, 45 ml of 
whole blood is treated with RosetteSep (Stem Cell Technologies), and incubated at 
room temperature for 20 minutes. The mixture is diluted with an equal volume of 
PBS plus 2% FBS and mixed by inversion. 30 ml of diluted mixture is layered on top 
of 15 ml DML medium (Stem Cell Technologies). The tube is centrifiiged at 1200 x 
g, and the enriched cell layer at the plasma : medium interface is removed, washed 
with PBS + 2% FBS, and cells collected by centrifiigation at 1200 x g. The cell pellet 
is treated with 5 ml of erythrocyte lysis buffer (EL buffer, Qiagen) for 10 minutes on 
ice, and enriched T-lymphoctes are collected by centrifiigation. 

In addition or alternatively, the buffy cells (whole buffy coat or sub- 
population, e.g. mononuclear fraction) can be cultured in vitro and subjected to 
stimulation with cytokines or activating chemicals such as phorbol esters or 
ionomycin. Such stimuli may increase expression of nucleotide sequences that are 
expressed in activated immune cells and might be of interest for leukocyte expression 
profiling experiments. 

Following sub-population selection and/or further treatment, e.g. stimulation 
as described above, RNA is prepared using standard methods. For example, cells are 
pelleted and lysed with a phenol/guanidinium thiocyanate and RNA is prepared. 
RNA can also be isolated using a silica gel-based purification column or the column 
method can be used on RNA isolated by the phenol/guanidinium thiocyanate method. 
RNA from individual buffy coat samples can be pooled during this process, so that 
the resulting reference RNA represents the RNA of many individuals and individual 
bias is minimized or eliminated. In addition, a new batch of buffy coat reference 
RNA can be directly compared to the last batch to ensure similar expression pattern 
from one batch to another, using methods of collecting and comparing expression 
profiles described above/below. One or more expression reference controls are used 
in an experiment. For example, RNA derived from one or more of the following 
sources can be used as controls for an experiment: stimulated or unstimulated whole 
buffy coat, stimulated or unstimulated peripheral mononuclear cells, or stimulated or 
unstimulated T-lymphocytes. 

Alternatively, the expression reference standard can be derived from any 
subject or class of subjects including healthy subjects or subjects diagnosed with the 
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same or a different disease or disease criterion. Expression profiles from subjects in 
two distinct classes are compared to determine which subset of nucleotide sequences 
in the candidate library best distinguish between the two subject classes, as further 
discussed below. It will be appreciated that in the present context, the term "distinct 
classes" is relevant to at least one distinguishable criterion relevant to a disease of 
interest, a "disease criterion." The classes can, of course, demonstrate significant 
overlap (or identity) with respect to other disease criteria, or with respect to disease 
diagnoses, prognoses, or the like. The mode of discovery involves, e.g., comparing 
the molecular signature of different subject classes to each other (such as patient to 
control, patients with a first diagnosis to patients with a second diagnosis, etc.) or by 
comparing the molecular signatures of a single individual taken at different time 
points. The invention can be applied to a broad range of diseases, disease criteria, 
conditions and other clinical and/or epidemiological questions, as further discussed 
aboveftelow. 

It is appreciated that while the present discussion pertains to the use of 
expression reference controls while identifying diagnostic nucleotide sets, expression 
reference controls are also useful during use of diagnostic nucleotide sets, e.g. use of a 
diagnostic nucleotide set for diagnosis of a disease, as further described below. 

Analysis of expression profiles 

In order to facilitate ready access, e.g., for comparison, review, recovery, 
and/or modification, the molecular signatures/expression profiles are typically 
recorded in a database. Most typically, the database is a relational database accessible 
by a computational device, although other formats, e.g., manually accessible indexed 
files of expression profiles as photographs, analogue or digital imaging readouts, 
spreadsheets, etc. can be used. Further details regarding preferred embodiments are 
provided below. Regardless of whether the expression patterns initially recorded are 
analog or digital in nature and/or whether they represent quantitative or qualitative 
differences in expression, the expression patterns, expression profiles (collective 
expression patterns), and molecular signatures (correlated expression patterns) are 
stored digitally and accessed via a database. Typically, the database is compiled and 
maintained at a central facility, with access being available locally and/or remotely. 

"As additional samples are obtained, and their expression profiles determined 
and correlated with relevant subject data, the ensuing molecular signatures are 
likewise recorded in the database. However, rather than each subsequent addition 
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being added in an essentially passive manner in which the data from one sample has 
little relation to data from a second (prior or subsequent) sample, the algorithms 
optionally additionally query additional samples against the existing database to 
further refine the association between a molecular signature and disease criterion. 
Furthermore, the data set comprising the one (or more) molecular signatures is 
optionally queried against an expanding set of additional or other disease criteria. The 
use of the database in integrated systems and web embodiments is further described 
below. 

Analysis of expression profile data from arrays 

Expression data is analyzed using methods well known in the art, including 
the software packages Imagene (Biodiscovery, Marina del Rey, CA), Feature 
Extraction (Agilent, Palo Alto, CA), and Scanalyze (Stanford University). In the 
discussion that follows, a "feature" refers to an individual spot of DNA on an array . 
Each gene may have more than one feature. For example, hybridized microarrays are 
scanned and analyzed on an Axon Instruments scanner using GenePix 3.0 software 
(Axon Instruments, Union City, CA). The data extracted by GenePix is used for all 
downstream quality control and expression evaluation. The data is derived as follows. 
The data for all features flagged as "not found" by the software is removed from the 
dataset for individual hybridizations. The "not found" flag by GenePix indicates that 
the software was unable to discriminate the feature from the background. Each 
feature is examined to determine the value of its signal. The median pixel intensity of 
the background (B n ) is subtracted from the median pixel intensity of the feature (F n ) to 
produce the background-subtracted signal (hereinafter, "BGSS"). The BGSS is 
divided by the standard deviation of the background pixels to provide the signal-to- 
noise ratio (hereinafter, "S/N"). Features with a S/N of three or greater in both the 
Cy3 channel (corresponding to the sample RNA) and Cy5 channel (corresponding to 
the reference RNA) are used for further analysis (hereinafter denoted "useable 
features"). Alternatively, different S/Ns are used for selecting expression data for an 
analysis. For example, only expression data with signal to noise ratios > 3 might be 
used in an analysis. 

For each usable feature (/), the expression level (e) is expressed as the 
logarithm of the ratio (R) of the Background Subtracted Signal (hereinafter "BGSS") 
for the Cy3 (sample RNA) channel divided by the BGSS for the Cy5 channel 
(reference RNA). This "log ratio" value is used for comparison to other experiments. 
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^ BGSS sample 
' BGSS^ 



e,=logr, (0.2) 

Variation in signal across hybridizations may be caused by a number of factors 
affecting hybridization, DNA spotting, wash conditions, and labeling efficiency. 

A single reference RNA may be used with all of the experimental RNAs, 
permitting multiple comparisons in addition to individual comparisons. By 
comparing sample RNAs to the same reference, the gene expression levels from each 
sample are compared across arrays, permitting the use of a consistent denominator for 
our experimental ratios. 



Scaling 

The data may be scaled (normalized) to control for labeling and hybridization 
variability within the experiment, using methods known in the art. Scaling is 
desirable because it facilitates the comparison of data between different experiments, 
patients, etc. Generally the BGSS are scaled to a factor such as the median, the mean, 
the trimmed mean, and percentile. Additional methods of scaling include: to scale 
between 0 and 1 , to subtract the mean, or to subtract the median. 

Scaling is also performed by comparison to expression patterns obtained using 
a common reference RNA, as described in greater detail above. As with other scaling 
methods, the reference RNA facilitates multiple comparisons of the expression data, 
e.g., between patients, between samples, etc. Use of a reference RNA provides a 
consistent denominator for experimental ratios. 

In addition to the use of a reference RNA, individual expression levels may be 
adjusted to correct for differences in labeling efficiency between different 
hybridization experiments, allowing direct comparison between experiments with 
different overall signal intensities, for example. A scaling factor (a) may be used to 
adjust individual expression levels as follows. The median of the scaling factor (a) y 
for example, BGSS, is determined for the set of all features with a S/N greater than 
three. Next, the BGSSj (the BGSS for each feature "i") is divided by the median for 
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all features (a), generating a scaled ratio. The scaled ration is used to determine the 
expression value for the feature (e,), or the log ratio. 

BGSS. 

S^f^L (0.3) 



Hit) 

In addition, or alternatively, control features are used to normalize the data for 
labeling and hybridization variability within the experiment. Control feature may be 
cDNA for genes from the plant, Arabidopsis thaliana, that are included when spotting 
the mini-array. Equal amounts of RNA complementary to control cDNAs are added 
to each of the samples before they were labeled. Using the signal from these control 
genes, a normalization constant (L) is determined according to the following formula: 



^BGSS 



L: =■ N 



J JV 
K 



^BGSSj, 
I— 



N 



where BGSSj is the signal for a specific feature, Nis the number of A. thaliana 
control features, K is the number of hybridizations, and Lj is the normalization 
constant for each individual hybridization. 

Using the formula above, the mean for all control features of a particular 
hybridization and dye (e.g., Cy3) is calculated. The control feature means for all Cy3 
hybridizations are averaged, and the control feature mean in one hybridization divided 
by the average of all hybridizations to generate a normalization constant for that 
particular Cy3 hybridization (LJ), which is used as a in equation (0.3). The same 
normalization steps may be performed for Cy3 and Cy5 values. 

Many additional methods for normalization exist and can be applied to the 
data. In one method, the average ratio of Cy3 BGSS / Cy5 BGSS is determined for 
all features on an array. This ratio is then scaled to some arbitrary number, such as 1 
or some other number. The ratio for each probe is then multiplied by the scaling 
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factor required to bring the average ratio to the chosen level. This is performed for 
each array in an analysis. Alternatively, the ratios are normalized to the average ratio 
across all arrays in an analysis. 
Correlation analysis 

Correlation analysis is performed to determine which array probes have 
expression behavior that best distinguishes or serves as markers for relevant groups of 
samples representing a particular clinical condition. Correlation analysis, or 
comparison among samples representing different disease criteria (e.g., clinical 
conditions), is performed using standard statistical methods. Numerous algorithms 
are useful for correlation analysis of expression data, and the selection of algorithms 
depends in part on the data analysis to be performed. For example, algorithms can be 
used to identify the single most informative gene with expression behavior that 
reliably classifies samples, or to identify all the genes useful to classify samples. 
Alternatively, algorithms can be applied that determine which set of 2 or more genes 
have collective expression behavior that accurately classifies samples. The use of 
multiple expression markers for diagnostics may overcome the variability in 
expression of a gene between individuals, or overcome the variability intrinsic to the 
assay. Multiple expression markers may include redundant markers, in that two or 
more genes or probes may provide the same information with respect to diagnosis. 
This may occur, for example, when two or more genes or gene probes are 
coordinately expressed. It will be appreciated that while the discussion above 
pertains to the analysis of RNA expression profiles the discussion is equally 
applicable to the analysis of profiles of proteins or other molecular markers. 

Prior to analysis, expression profile data may be formatted or prepared for 
analysis using methods known in the art. For example, often the log ratio of scaled 
expression data for every array probe is calculated using the following formula: 

log (Cy 3 BGSS/ Cy5 BGSS), where Cy 3 signal corresponds to the 
expression of the gene in the clinical sample, arid Cy5 signal corresponds to 
expression of the gene in the reference RNA. 

Data may be further filtered depending on the specific analysis to be done as 
noted below. For example, filtering may be aimed at selecting only samples with 
expression above a certain level, or probes with variability above a certain level 
between sample sets. 
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The following non-limiting discussion consider several statistical methods 
known in the art. Briefly, the t-test and ANOVA are used to identify single genes 
with expression differences between or among populations, respectively. Multivariate 
methods are used to identify a set of two or more genes for which expression 
discriminates between two disease states more specifically than expression of any 
single gene. 



The simplest measure of a difference between two groups is the Student's t 
test. See, e.g., Welsh et al. (2001) Proc Natl Acad Sci USA 98:1 176-81 
(demonstrating the use of an impaired Student's t-test for the discovery of differential 
gene expression in ovarian cancer samples and control tissue samples). The t- test 
assumes equal variance and normally distributed data. This test identifies the 
probability that there is a difference in expression of a single gene between two 
groups of samples. The number of samples within each group that is required to 
achieve statistical significance is dependent upon the variation among the samples 
within each group. The standard formula for a t-test is: 



where St is the difference between the mean expression level of gene i in 
groups c and t, s i>c is the variance of gene x in group c and s iit is the variance of gene x 
in group t. n c and n t are the numbers of samples in groups c and t. 

The combination of the t statistic and the degrees of freedom [min(w,, n c )-l] 
provides a p value, the probability of rejecting the null hypothesis. A p-value of 
<0.01, signifying a 99 percent probability the mean expression levels are different 
between the two groups (a 1% chance that the mean expression levels are in fact not 
different and that the observed difference occurred by statistical chance), is often 
considered acceptable. 

When performing tests on a large scale, for example, on a large dataset of 
about 8000 genes, a correction factor must be included to adjust for the number of 
individual tests being performed. The most common and simplest correction is the 



t-test 
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BonfeiToni correction for multiple tests, which divides the p-value by the number of 
tests run. Using this test on an 8000 member dataset indicates that a p value of 
<0.00000125 is required to identify genes that are likely to be truly different between 
the two test conditions. 

Wilcoxon's signed ranks test 

This method is non-parametric and is utilized for paired comparisons. See 
e.g., Sokal and Rohlf (1987) Introduction to Biostatistics 2 nd edition, WH Freeman, 
New York. At least 6 pairs are necessary to apply this statistic. This test is useful for 
analysis of paired expression data (for example, a set of patients who have cardiac 
transplant biopsy on 2 occasions and have a grade 0 on one occasion and a grade 3 A 
on another). 

ANOVA 

Differences in gene expression across multiple related groups may be assessed 
using an Analysis of Variance (ANOVA), a method well known in the art (Michelson 
and Schofield, 1996). 

Multivariate analysis 

Many algorithms suitable for multivariate analysis are known in the art. 
Generally, a set of two or more genes for which expression discriminates between two 
disease states more specifically than expression of any single gene is identified by 
searching through the possible combinations of genes using a criterion for 
discrimination, for example the expression of gene X must increase from normal 300 
percent, while the expression of genes Y and Z must decrease from normal by 75 
percent. Ordinarily, the search starts with a single gene, then adds the next best fit at 
each step of the search. Alternatively, the search starts with all of the genes and genes 
that do not aid in the discrimination are eliminated step-wise. 

Paired samples 

Paired samples, or samples collected at different time-points from the same 
patient, are often useful, as described above. For example, use of paired samples 
permits the reduction of variation due to genetic variation among individuals. In 
addition, the use of paired samples has a statistical significance, in that data derived 
from paired samples can be calculated in a different maimer that recognizes the 
reduced variability. For example, the formula for a West for paired samples is: 
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t (e x ) = , , (0.5) 

where D is the difference between each set of paired samples and b is the 
number of sample pairs. D is the mean of the differences between the members of 
the pairs. In this test, only the differences between the paired samples are considered, 
then grouped together (as opposed to taking all possible differences between groups, 
as would be the case with an ordinary t-test). Additional statistical tests useful with 
paired data, e.g., ANOVA and Wilcoxon's signed rank test, are discussed above. 

Diagnostic classification 

Once a discriminating set of genes is identified, the diagnostic classifier (a 
mathematical function that assigns samples to diagnostic categories based on 
expression data) is applied to unknown sample expression levels. 

Methods that can be used for this analysis include the following non-limiting 

list: 

CLEAVER is an algorithm used for classification of useful expression profile 
data. See Raychaudhuri et al. (2001) Trends Biotechnol 19:189-193. CLEAVER 
uses positive training samples (e.g., expression profiles from samples known to be 
derived from a particular patient or sample diagnostic category, disease or disease 
criteria), negative training samples (e.g., expression profiles from samples known not 
to be derived from a particular patient or sample diagnostic category, disease or 
disease criteria) and test samples (e.g., expression profiles obtained from a patient), 
and determines whether the test sample correlates with the particular disease or 
disease criteria, or does not correlate with a particular disease or disease criteria. 
CLEAVER also generates a list of the 20 most predictive genes for classification. 

Artificial neural networks (hereinafter, "ANN") can be used to recognize 
patterns in complex data sets and can discover expression criteria that classify 
samples into more than 2 groups. The use of artificial neural networks for discovery 
of gene expression diagnostics for cancers using expression data generated by 
oligonucleotide expression microarrays is demonstrated by Khan et al. (2001) Nature 
Med. 7:673-9. Khan found that 96 genes provided 0% error rate in classification of 
the tumors. The most important of these genes for classification was then determined 



53 



WO 02/057414 



PCT/US01/47856 



by measuring the sensitivity of the classification to a change in expression of each 
gene. Hierarchical clustering using the 96 genes results in conrect grouping of the 
cancers into diagnostic categories. 

Golub uses cDNA microarrays and a distinction calculation to identify genes 
with expression behavior that distinguishes myeloid and lymphoid leukemias. See 
Golub et al. (1999) Science 286:531-7. Self organizing maps were used for new class 
discovery. Cross validation was done with a "leave one out" analysis. 50 genes were 
identified as useful markers. This was reduced to as few as 10 genes with equivalent 
diagnostic accuracy. 

Hierarchical and non-hierarchical clustering methods are also useful for 
identifying groups of genes that correlate with a subset of clinical samples such as 
with transplant rejection grade. Alizadeh used hierarchical clustering as the primary 
tool to distinguish different types of difliise B-cell lymphomas based on gene 
expression profile data. See Alizadeh et al. (2000) Nature 403 :503-l 1 . Alizadeh used 
hierarchical clustering as the primary tool to distinguish different types of diffuse B- 
cell lymphomas based on gene expression profile data. A cDNA array carrying 17856 
probes was used for these experiments, 96 samples were assessed on 128 arrays, and a 
set of 380 genes was identified as being useful for sample classification. 

Perou demonstrates the use of hierarchical clustering for the molecular 
classification of breast tumor samples based on expression profile data. See Perou el 
al. (2000) Nature 406:747-52. In this work, a cDNA array carrying 8102 gene 
probes was used. 1753 of these genes were found to have high variation between 
breast tumors and were used for the analysis. 

Hastie describes the use of gene shaving for discovery of expression markers. 
Hastie et al. (2000) Genome Biol. 1(2):RESEARCH 0003.1-0003.21. The gene 
shaving algorithm identifies sets of genes with similar or coherent expression patterns, 
but large variation across conditions (RNA samples, sample classes, patient classes). 
In this manner, genes with a tight expression pattern within a transplant rejection 
grade, but also with high variability across rejection grades are grouped together. The 
algorithm takes advantage of both characteristics in one grouping step. For example, 
gene shaving can identify useful marker genes with co-regulated expression. Sets of 
useful marker genes can be reduced to a smaller set, with each gene providing some 
non-redundant value in classification. This algorithm was used on the data set 
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described in Alizadeh et al., supra, and the set of 380 informative gene markers was 
reduced to 234. 

Selected Diseases 

In principle, diagnostic nucleotide sets of the invention may be developed and 
applied to essentially any disease, or disease criterion, as long as at least one subset of 
nucleotide sequences is differentially expressed in samples derived from one or more 
individuals with a disease criteria or disease and one or more individuals without the 
disease criteria or disease, wherein the individual may be the same individual sampled 
at different points in time, or the individuals may be different individuals (or 
populations of individuals). For example, the subset of nucleotide sequences may be 
differentially expressed in the sampled tissues of subjects with the disease or disease 
criterion (e.g., a patient with a disease or disease criteria) as compared to subjects 
without the disease or disease criterion (e.g., patients without a disease (control 
patients)). Alternatively, or in addition, the subset of nucleotide sequence(s) may be 
differentially expressed in different samples taken from the same patient, e.g at 
different points in time, at different disease stages, before and after a treatment, in the 
presence or absence of a risk factor, etc. 

Expression profiles corresponding to sets of nucleotide sequences that 
correlate not with a diagnosis, but rather with a particular aspect of a disease can also 
be used to identify the diagnostic nucleotide sets and disease specific target nucleotide 
sequences of the invention. For example, such an aspect, or disease criterion, can 
relate to a subject's medical or family history, e.g., childhood illness, cause of death 
of a parent or other relative, prior surgery or other intervention, medications, 
symptoms (including onset and/or duration of symptoms), etc. Alternatively, the 
disease criterion can relate to a diagnosis, e.g., hypertension, diabetes, atherosclerosis, 
or prognosis (e.g., prediction of future diagnoses, events or complications), e.g., acute 
myocardial infarction, restenosis following angioplasty, reperfusion injury, allograft 
rejection, rheumatoid arthritis or systemic lupus erythematosis disease activity or the 
like. In other cases, the disease criterion corresponds to a therapeutic outcome, e.g., 
transplant rejection, bypass surgery or response to a medication, restenosis after stent 
implantation, collateral vessel growth due to therapeutic angiogenesis therapy, 
decreased angina due to revascularization, resolution of symptoms associated with a 
myriad of therapies, and the like. Alternatively, the disease criteria corresponds with 
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previously identified or classic risk factors and may correspond to prognosis or future 
disease diagnosis. As indicated above, a disease criterion can also correspond to 
genotype for one or more loci. Disease criteria (including patient data) may be 
collected (and compared) from the same patient at different points in time, from 
different patients, between patients with a disease (criterion) and patients 
respresenting a control population, etc. Longitudinal data, i.e., data collected at 
different time points from an individual (or group of individuals) may be used for 
comparisons of samples obtained from an individual (group of individuals) at 
different points in time, to permit identification of differences specifically related to 
the disease state, and to obtain information relating to the change in expression over 
time, including a rate of change or trajectory of expression over time. The usefulness 
of longitudinal data is further discussed in the section titled 'Identification of 
diagnostic nucleotide sets of the invention". 

It is further understood that diagnostic nucleotide sets may be developed for 
use in diagnosing conditions for which there is no present means of diagnosis. For 
example, in rheumatoid arthritis, joint destruction is often well under way before a 
patient experience symptoms of the condition. A diagnostic nucleotide set may be 
developed that diagnoses rheumatic joint destruction at an earlier stage than would be 
possible using present means of diagnosis, which rely in part on the presentation of 
symptoms by a patient. Diagnostic nucleotide sets may also be developed to replace 
or augment current diagnostic procedures. For example, the use of a diagnostic 
nucleotide set to diagnose cardiac allograft rejection may replace the current 
diagnostic test, a graft biopsy. 

It is understood that the following discussion of diseases is exemplary and 
non-limiting, and further that the general criteria discussed above, e.g. use of family 
medical history, are generally applicable to the specific diseases discussed below. 

In addition to leukocytes, as described throughout, the general method is 
applicable to nucleotide sequences that are differentially expressed in any subject 
tissue or cell type, by the collection and assessment of samples of that tissue or cell 
type. However, in many cases, collection of such samples presents significant 
technical or medical problems given the current state of the art. 

Organ transplant rejection and success 

A frequent complication of organ transplantation is recognition of the 
transplanted organ as foreign by the immune system resulting in rejection. Diagnostic 
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nucleotide sets can be identified and validated for monitoring organ transplant 
success, rejection and treatment. Medications currently exist that suppress the 
immune system, and thereby decrease the rate of and severity of rejection. However, 
these drugs also suppress the physiologic immune responses, leaving the patient 
susceptible to a wide variety of opportunistic infections. At present there is no easy, 
reliable way to diagnose transplant rejection. Organ biopsy is the preferred method, 
but this is expensive, painful and associated with significant risk and has inadequate 
sensitivity for focal rejection. 

Diagnostic nucleotide sets of the present invention can be developed and 
validated for use as diagnostic tests for transplant rejection and success. It is 
appreciated that the methods of identifying diagnostic nucleotide sets are applicable to 
any organ transplant population. For example, diagnostic nucleotide sets are 
developed for cardiac allograft rejection and success. In some cases, disease criteria 
correspond to acute stage rejection diagnosis based on organ biopsy and graded using 
the International Society for Heart and Lung Transplantation ("ISHLT") criteria. 
Other disease criteria correspond to information from the patient's medical history 
and information regarding the organ donor. Alternatively, disease criteria include the 
presence or absence of cytomegalovirus (CMV) infection, Epstein-Bair virus (EB V) 
infection, allograft dysfunction measured by physiological tests of cardiac function, 
(e.g., hemodynamic measurements from catheterization or echocardiograph data), and 
symptoms of other infections. Alternatively, disease criteria corresponds to 
. therapeutic outcome, e.g. graft failure, re-transplantation, transplant vasculopathy, 
response to immunosuppressive medications, etc. Disease criteria may further 
correspond to a rejection episode of at least moderate histologic grade, which results 
in treatment of the patient with additional corticosteroids, anti-T cell antibodies, or 
total lymphoid irradiation; a rejection with histologic grade 2 or higher; a rejection 
with histologic grade <2; the absence of histologic rejection and normal or unchanged 
allograft function (based on hemodynamic measurements from catheterization or on 
echocardiography data); the presence of severe allograft dysfunction or worsening 
allograft dysfunction during the study period (based on hemodynamic measurements 
from catheterization or on echocardiography data).; documented CMV infection by 
culture, histology, or PCR, and at least one clinical sign or symptom of infection; 
specific graft biopsy rejection grades; rejection of mild to moderate histologic severity 
prompting augmentation of the patient's chronic immunosuppressive regimen; 
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rejection of mild to moderate severity with allograft dysfunction prompting 
plasmapheresis or a diagnosis of "humoral" rejection; infections other than CMV, 
especially infection with Epstein Barr virus (EBV); lymphoproliferative disorder (also 
called post-transplant lymphoma); transplant vasculopathy diagnosed by increased 
intimal thickness on intravascular ultrasound (TVUS), angiography, or acute 
myocardial infarction; graft failure or retransplantation; and all cause mortality. 
Further specific examples of clinical data useful as disease criteria are provided in 
Example 11. 

In another example, diagnostic nucleotide sets are developed and validated for 
use in treatment of kidney allograft rejection. Disease criteria correspond to, e.g., 
results of biopsy analysis for kidney allograft rejection, serum creatine level, and 
urinalysis results. Another disease criteria corresponds to the need for hemodialysis or 
other renal replacement therapy. Diagnostic nucleotide sets are developed and 
validated for use in diagnosis and treatment of bone marrow transplant rejection and 
liver transplant rejection, respectively. Disease criteria for bone marrow transplant 
rejection correspond to the diagnosis and monitoring of graft rejection and/or graft 
versus host disease. Disease criteria for liver transplant rejection include levels of 
serum markers for liver damage and liver function such as AST (aspartate 
aminotransferase), ALT (alanine aminotransferase), Alkaline phosphatase, GGT, 
(gamma-glutamyl transpeptidase) Bilirubin, Albumin and Prothrombin time. Further 
disease criteria correspond to hepatic encephalopathy, medication usage, ascites, and 
histological rejection on graft biopsy. In addition, urine can be utilized for at the 
target tissue for profiling in renal transplant, while biliary and intestinal and feces may 
be used favorably for hepatic or intestinal organ allograft rejection. 

Atherosclerosis and Stable Angina Pectoris 
, Over 50 million patients in the U.S. have atherosclerotic coronary artery 
disease (hereinafter, "CAD"), and it is of great importance to identify patients who 
will suffer complications from the disease. Atherosclerosis leads to progressive 
narrowing of the coronary arteries, which may lead to myocardial ischemia, which 
manifests as stable angina pectoris, or chest pain with exertion. In addition to chest 
pain, patients may also have shortness of breath (dyspnea), fatigue, nausea or other 
symptoms with exertion. Myocardial infarction (heart attack) and unstable angina are 
acute events associated with atherosclerosis. There is currently no way to accurately 
predict the occurrence of acute events in patients with atherosclerosis, however. 
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Although the presence of classic risk factors and arterial wall calcification (as 
assessed by CT scanning) is weakly correlated with the occurrence of acute coronary 
syndrome, the degree of artery stenosis (i.e. vessel occlusion as a result of 
atherosclerosis) correlates poorly with the occurrence of future acute events, as acute 
events occur more commonly in coronary arteries with 40-50% blockage than arteries 
that are 80-90% blocked. Coronary angiography can provide information about 
degree of coronary blockage, but is a poor tool for the measurement of disease 
activity and the prediction of the likelihood of acute events and other poor outcomes. 

Diagnostic nucleotide sets are developed and validated for use in diagnosis 
and monitoring of atherosclerosis, and in predicting the likelihood of complications, 
e.g. angina and myocardial infarction. Alternatively, or in addition, disease criteria 
correspond to symptoms or diagnosis of disease progression, e.g. clinical results of 
angiography indicating progressive narrowing of vessel lumens. In another aspect, 
diagnostic nucleotide sets are developed for use in predicting the likelihood of future 
acute events in patients suffering from atherosclerosis. Disease criteria correspond to 
retrospective data, for example a recent history of unstable angina or myocardial 
infarction. Disease criteria also correspond to prospective data, for example, the 
occurrence of unstable angina or myocardial infarction. In another case, disease 
criteria correspond to standard medical indicators of occurrence of an acute event, e.g. 
serum enzyme levels, electrocardiographic testing, chest pain, nuclear magnetic 
imaging, etc. 

Congestive Heart Failure 

Congestive heart failure (hereinafter, "CHF") is a disease that affects 
increasing numbers of individuals. Without being bound by theory, it is believed that 
CHF is associated with systemic inflammation. Markers of systemic inflammation 
and serum cytokine levels such as erythrocyte sedimentation rate (ESR) and C- 
reactive protein (CRP) and serum cytokine levels are elevated (or altered) in patients 
with CHF, and elevation correlates with the severity and progression of the disease. 
Furthermore, serum catecholamine levels (epinephrine and norepinephrine) are also 
elevated in proportion to the severity of CHF, and may directly alter leukocyte 
expression patterns. Currently, echocardiography is the test primarily used to assess 
the severity of CHF and monitor progression of the disease. There are a number of 
drugs that are efficacious in treating CHF, such as beta-blockers and ACE inhibitors. 
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A leukocyte test with the ability to determine the rate of progression and the adequacy 
of therapy is of great interest. 

Diagnostic nucleotide sets are developed and validated for use in diagnosis 
and monitoring of progression and rate of progression (activity) of CHF. Disease 
criteria correspond to the results of echocardiography testing, which may indicate 
diagnosis of CHF or increasing severity of CHF as evidenced by worsening 
parameters for ventricular function, such as the ejection fraction, fractional 
shortening, wall motion or ventricular pressures. Alternatively, or in addition, disease 
criteria correspond to hospitalization for CHF, death, pulmonary edema, increased 
cardiac chamber dimensions on echocardiography or another imaging test, exercise 
testing of hemodynamic measurements, serial CRP, other serum markers, NYHA 
functional classes, quality of life measures, renal function, transplant listing, 
pulmonary edema, left ventricular assist device use, medication use and changes, and 
worsening of Ejection Fraction by echocardiography, angiography, MRI, CT or 
nuclear imaging.. In another aspect, disease criteria correspond to response to drug 
therapy, e.g. beta-blockers or ACE inhibitors. 

Risk factors for coronary artery disease 

The established and classic risks for the occurrence of coronary artery disease 
and complications of that disease are: cigarette smoking, diabetes, hypertension, 
hyperlipidemia and a family history of early atherosclerosis. Obesity, sedentary 
lifestyle, syndrome X, cocaine use, chronic hemodialysis and renal disease, radiation 
exposure, endothelial dysfunction, elevated plasma homocysteine, elevated plasma 
lipoprotein a, elevated CRP, infection with CMV and chlamydia infection are less 
well established, controversial, or putative risk factors for the disease. Risk factors 
are known to be associated with patient prognosis and outcome, but the contribution 
of each risk factor to the future clinical state of a patient is difficult to measure. The 
effect of risk factor modification (e.g., smoking cessation, treatment of 
hypercholesterolemia) on overall risk and future outcome is also difficult to quantify. 

Diagnostic nucleotide sets may be developed that correlate with these risk 
factors, or the sum of the risk factors for use in predicting occurrence of coronary 
artery disease. Disease criteria correspond to risk factors, as exemplified above, as 
well as to occurrence of coronary artery disease. Alternatively, or in addition, disease 
criteria corresponding to risk factors may contribute to a numerical weighted average, 
which itself may be treated as a disease criteria and may be used for correlation to 
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gene expression. In another aspect, risk factors may be modified in a patient, e.g. by 
behavioral change, or decrease cholesterol through chemotherapy in patients with 
hypocholesteremia. Disease criteria may further correspond to diagnosis of coronary 
disease. 

Restenosis 

Angioplasty can re-open a narrowed artery. However, the long-term success 
rate of these procedures is limited by restenosis, the re-narrowing of a coronary artery 
after an angioplasty. Currently, about 50% of treated arteries re-narrow after 
angioplasty and about 30% re-narrow after standard stent placement. Restenosis 
usually becomes apparent within 3 months of the angioplasty procedure. Presently, 
there is no reliable method for predicting which arteries will succumb to restenosis, 
though small vessels tend to be more likely to re-narrow, as do vessels of diabetics, 
renal patients and vessels exposed to high-pressure balloon inflation during balloon 
angioplasty. 

Diagnostic nucleotide sets are developed and validated to predict restenosis in 
patients before undergoing angioplasty or shortly thereafter. Disease criteria 
correspond to angiogram testing (diagnosis of restenosis) , as well as clinical 
symptoms of restenosis, e.g. chest pain due to re-narrowing of the artery, as 
confirmed by angiogram. Anti-restenotic drug therapy is also identified for each 
patient. The diagnostic nucleotide set are useful to identify patients about to undergo 
angioplasty who would benefit from stents, radiation-emitting stents, and anti- 
restenotic drug delivering stents. Patients that would benefit from post-angioplasty 
anti-restenotic drug therapy may also be identified. 

Rheumatoid Arthritis 

Rheumatoid arthritis (RA) effects about two million patients in the US and is a 
chronic and debilitating inflammatory arthritis, particularly involving pain and 
destruction of the joints. RA often goes undiagnosed because patients may have no 
pain, but the disease is actively destroying the joint. Other patients are known to have 
RA, and are treated to alleviate symptoms, but the rate of progression of joint 
destruction can't easily be monitored. Drug therapy is available, but the most 
effective medicines are toxic (e.g., steroids, methotrexate) and thus need to be used 
with caution. A new class of medications (TNF blockers) is very effective, but the 
drugs are expensive, have side effects, and not all patients respond. Side-effects are 
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common and include immune suppression, toxicity to organ systems, allergy and 
metabolic disturbances. 

Diagnostic nucleotide sets of the invention are developed and validated for use 
in diagnosis and treatment of RA. Disease criteria correspond to disease symptoms 
(e.g., joint pain, joint swelling and joint stiffness and any of the American College for 
Rheumatology criteria for the diagnosis of RA, see Arnett et al (1988) Arthr. Rheum. 
31:315-24), progression of joint destruction (e.g. as measured by serial hand 
radiographs, assessment of joint function and mobility), surgery, need for medication, 
additional diagnoses of inflammatory and non-inflammatory conditions, and clinical 
laboratory measurements including complete blood counts with differentials, CRP, 
ESR, ANA, Serum IL6, Soluble CD40 ligand, LDL, HDL, Anti-DNA antibodies, 
rheumatoid factor, C3, C4, serum creatinine. In addition, or alternatively, disease 
criteria correspond to response to drug therapy and presence or absence of side-effects 
or measures of improvement exemplified by the American College of Rheumatology 
"20%" and "50%" response/improvement rates. See Felson et al (1995) Arthr Rheum 
38:531-37. Diagnostic nucleotide setsare identified that monitor and predict disease 
progression including flaring (acute worsening of disease accompanied by joint pain 
or other symptoms), response to drug treatment and likelihood of side-effects. 

In addition to peripheral leukocytes, surgical specimens of rheumatoid joints 
can be used for leukocyte expression profiling experiments. Members of diagnostic 
nucleotide sets are candidates for leukocyte target nucleotide sequences, e.g. as a 
candidate drug target for rheumatoid arthritis. 

Systemic Lupus Ervthematosis (SLE) 

SLE is a chronic, systemic inflammatory disease characterized by 
dysregulation of the immune system, which effects up to 2 million patients in the US. 
Symptoms of SLE include rashes, joint pain, abnormal blood counts, renal 
dysfunction and damage, infections, CNS disorders, arthralgias and autoimmunity. 
Patients may also have early onset atherosclerosis. 

Diagnostic nucleotide sets are identified and validated for use in diagnosis and 
monitoring of SLE activity and progression. Disease criteria correspond to clinical 
data, e.g. symptom rash, joint pain, malaise, rashes, blood counts (white and red), 
tests of renal function e.g. creatinine, blood urea nitrogen (hereinafter, "bun") creative 
clearance, data obtained from laboratory tests including complete blood counts with 
differentials, CRP, ESR, ANA, Serum EL6, Soluble CD40 ligand, LDL, HDL, Anti- 
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DNA antibodies, rheumatoid factor, C3, C4, serum creatinine and any medication 
levels, the need for pain medications, cumulative doses or immunosuppressive 
therapy, symptoms or any manifestation of carotid atherosclerosis (e.g. ultrasound 
diagnosis or any other manifestations of the disease), data from surgical procedures 
such as gross operative findings and pathological evaluation of resected tissues and 
biopsies (e.g., renal, CNS), information on pharmacological therapy and treatment 
changes, clinical diagnoses of disease "flare", hospitalizations, death, quantitative 
joint exams, results from health assessment questionnaires (HAQs), and other clinical 
measures of patient symptoms and disability. In addition, disease criteria correspond 
to the clinical score known as SLEDAI (Bombadier C, Gladman DD, Urowitz MB, 
Caron D, Chang CH and the Committee on Prognosis Studies in SLE: Derivation of 
the SLEDAI for Lupus Patients. Arthritis Rheum 35:630-640, 1992.). Diagnostic 
nucleotide sets may be useful for diagnosis of SLE, monitoring disease progression 
including progressive renal dysfunction, carotid atherosclerosis and CNS dysfunction, 
and predicting occurrence of side-effects, for example. 
Dermatomvositis/Polymyositis 

Dermatomyositis/Polymyositis is an autoimmune/inflammatory disease of 
muscle and skin. Disease criteria correspond to clinical markers of muscle damage 
(e.g. creatine kinase or myoglobin), muscle strength, symptoms, skin rash or muscle 
biopsy results. 

Diabetes 

Insulin dependent (type I) diabetes is caused by an autoimmune attack of 
insulin producing cells in the pancreas. The disease does not manifest until greater 
than 90% of the insulin producing cells are destroyed. Diagnostic nucleotide sets are 
developed and validated for use in detecting diabetes before it is clinically evident. 
Disease criteria correspond to future occurrence of diabetes, glucose tolerance, serum 
glucose level, and levels of hemoglobin Ale or other markers. 

Inflammator y Bowel Disease (Crohn's and Ulcerative Colitis) 
Inflammatory Bowel Disease, e.g., Crohn's Disease and Ulcerative Colitis, are 
chronic inflammatory diseases of the intestine. Together they effect at least 1 million 
in the US. Currently, diagnosis and monitoring is accomplished by intestinal 
endoscopy with or without a biopsy. Steroids and other immune suppressing drugs 
are useful in treating these diseases, but these drugs cause toxicity and severe side- 
effects. Diagnostic nucleotide sets are developed for use in diagnosis and monitoring 
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of disease progression. Disease criteria correspond to clinical criteria, e.g. symptoms 
of abdominal or pelvic pain, diarrhea, fever and rectal bleeding. Alternatively, or in 
addition, disease criteria correspond to endoscopy results or bowel biopsy results. 
Osteoarthritis 

20-40 million patients in the US have osteoarthritis. Patient groups are 
heterogeneous, with a subset of patients having earlier onset, more aggressive joint 
damage, involving more inflammation (leukocyte infiltration) leukocyte diagnostics 
can be used to distinguish osteoarthritis from rheumatoid arthritis, define likelihood 
and degree of response to NSAID therapy (non-steroidal anti-inflammatory drugs). 
Rate of progression of joint damage can also be assessed. Diagnostic nucleotide sets 
may be developed for use in selection and titration of treatment therapies. Disease 
criteria correspond to response to therapy,, and disease progression using certain 
therapies, need for joint surgery, joint pain and disability. 

Asthma 

Asthma is a chronic inflammatory disease of the lungs. Clinical symptoms 
include chronic or acute airflow obstruction. Patients are treated with inhaled steroids 
or bronchodilators or systemic steroids and other medication, and disease progression 
is monitored clinically using a peak air flow meter or formal pulmonary function tests. 
Even with these tests, it is difficult to predict which patients are at highest risk for 
acute worsening of airway obstruction (an "asthma attack"). Diagnostic nucleotide 
sets are developed for use in predicting likelihood of acute asthma attacks, and for use 
in choosing and titrating drug therapy. Disease criteria correspond to pulmonary 
function testing, peak flow meter measurements, ER visits, inhaler use, subjective 
patient assessment of response to therapy, hospitalization and need for steroids. 

Other inflamm atory diseases: 

Other inflammatory disease suitable for development and use of diagnostic 
nucleotide sets are polymyalgia rheumatica, temporal arteritis, polyarteritis nodosa, 
Wegener's granulomatosis, Whipple's disease, heterotopic ossification, Periprosthetic 
Osteolysis, Sepsis/ARDS, scleroderma, Grave's disease, Hashimoto's thyroiditis, 
psoriasis numerous others (See Table 1). 

Viral diseases 

Diagnostic leukocyte nucleotide sets maybe developed and validated for use 
in diagnosing viral disease. In another aspect, viral nucleotide sequences may be 



64 



WO 02/057414 



PCT7US01/47856 



added to a leukocyte nucleotide set for use in diagnosis of viral diseases. 
Alternatively, viral nucleotide sets and leukocyte nucleotides sets may be used 
sequentially. 

Epstein-Barr virus (EBV) 

EBV causes a variety of diseases such as mononucleosis, B-cell lymphoma, 
and pharyngeal carcinoma. It infects mononuclear cells and circulating atypical 
lymphocytes are a common manifestation of infection. Peripheral leukocyte gene 
expression is altered by infection. Transplant recipients and patients who are 
immunosuppressed are at increased risk for EBV-associated lymphoma. 

Diagnostic nucleotide sets may be developed and validated for use in 
diagnosis and monitoring of EBV. In one aspect, the diagnostic nucleotide set is a 
leukocyte nucleotide set. Alternatively, EBV nucleotide sequences are added to a 
leukocyte nucleotide set, for use in diagnosing EBV. Disease criteria correspond with 
diagnosis of EBV, and, in patients who are EBV-sero-positive, presence (or 
prospective occurrence ) of EBV-related illnesses such as mononucleosis, and EBV- 
associated lymphoma. Diagnostic nucleotide sets are useful for diagnosis of EBV, 
and prediction of occurrence of EBV-related illnesses. 

Cytomegalovirus (CMV) 

Cytomegalovirus cause inflammation and disease in almost any tissue, 
particularly the colon, lung, bone marrow and retina, and is a very important cause of 
disease in immunosuppressed patients, e.g. transplant, cancer, ADDS. Many patients 
are infected with or have been exposed to CMV, but not all patients develop clinical 
disease from the virus. Also, CMV negative recipients of allografts that come from 
CMV positive donors are at high risk for CMV infection. As immunosuppressive 
drugs are developed and used, it is increasingly important to identify patients with 
current or impending clinical CMV disease, because the potential benefit of 
immunosuppressive therapy must be balanced with the increased rate of clinical CMV 
infection and disease that may result from the use of immunosuppression therapy. 
CMV may also play a role in the occurrence of atherosclerosis or restenosis after 
angioplasty. 

Diagnostic nucleotide sets are developed for use in diagnosis and monitoring 
of CMV infection or re-activation of CMV infection. In one aspect, the diagnostic 
nucleotide set is a leukocyte nucleotide set. In another aspect, CMV nucleotide 
sequences are added to a leukocyte nucleotide set, for use in diagnosing CMV. 
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Disease criteria correspond to diagnosis of CMV (e.g., sero-positive state) and 
presence of clinically active CMV. Disease criteria may also correspond to 
prospective data, e.g. the likelihood that CMV will become clinically active or 
impending clinical CMV infection. Antiviral medications are available and 
diagnostic nucleotide sets can be used to select patients for early treatment, chronic 
suppression or prophylaxis of CMV activity. 
Hepatitis B and C 

These chronic viral infections affect about 1.25 and 2.7 million patients in the 
US, respectively. Many patients are infected, but suffer no clinical manifestations. 
Some patients with infection go on to suffer from chronic liver failure, cirrhosis and 
hepatic carcinoma. 

Diagnostic nucleotide sets are developed for use in diagnosis and monitoring 
of HBV or HCV infection. In one aspect, the diagnostic nucleotide set is a leukocyte 
nucleotide set. In another aspect, viral nucleotide sequences are added to a leukocyte 
nucleotide set, for use in diagnosing the virus and monitoring progression of liver 
disease. Disease criteria correspond to diagnosis of the virus (e.g., sero-positive state 
or other disease symptoms). Alternatively, disease criteria correspond to liver 
damage, e.g., elevated alkaline phosphatase, ALT, AST or evidence of ongoing 
hepatic damage on liver biopsy. Alternatively, disease criteria correspond to serum 
liver tests (AST, ALT, Alkaline Phosphatase, GGT, PT, bilirubin), liver biopsy, liver 
ultrasound, viral load by serum PCR, cirrhosis, hepatic cancer, need for 
hospitalization or listing for liver transplant. Diagnostic nucleotide sets are used to 
diagnose HBV and HCV, and to predict likelihood of disease progression. Antiviral 
therapeutic usage, such as Interferon gamma and Ribavirin, can also be disease 
criteria. 

HIV 

HIV infects T cells and certainly causes alterations in leukocyte expression. 
Diagnostic nucleotide sets are developed for diagnosis and monitoring of HIV. In one 
aspect, the diagnostic nucleotide set is a leukocyte nucleotide set. In another aspect, 
viral nucleotide sequences are added to a leukocyte nucleotide set, for use in 
diagnosing the virus. Disease criteria correspond to diagnosis of the virus (e.g., sero- 
positive state). In addition, disease criteria correspond to viral load, CD4 T cell 
counts, opportunistic infection, response to antiretroviral therapy, progression to 
AIDS, rate of progression and the occurrence of other HIV related outcomes (e.g., 
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malignancy, CNS disturbance). Response to antiretrovirals may also be disease 
criteria. 

Pharmacogenomics 

Pharmocogenomics is the study of the individual propensity to respond to a 
particular drug therapy (combination of therapies). In this context, response can mean 
whether a particular drug will work on a particular patient, e.g. some patients respond 
to one drug but not to another drug. Response can also refer to the likelihood of 
successful treatment or the assessment of progress in treatment. Titration of drug 
therapy to a particular patient is also included in this description, e.g. different 
patients can respond to different doses of a given medication. This aspect may be 
important when drugs with side-effects or interactions with other drug therapies are 
contemplated. 

Diagnostic nucleotide sets are developed and validated for use in assessing 
whether a patient will respond to a particular therapy and/or monitoring response of a 
patient to drug therapy(therapies). Disease criteria correspond to presence or absence 
of clinical symptoms or clinical endpoints, presence of side-effects or interaction with 
other drug(s). The diagnostic nucleotide set may further comprise nucleotide 
sequences that are targets of drug treatment or markers of active disease. 

Validation and accuracy of diagnostic nucleotide set using correlation analysis 
Prior to widespread application of the diagnostic probe sets of the invention, 
the predictive value of the probe set is validated. 

Typically, the oligonucleotide sequence of each probe is confirmed, e.g. by 
DNA sequencing using an oligonucleotide-specific primer. Partial sequence obtained 
is generally sufficient to confirm the identity of the oligonucleotide probe. 
Alternatively, a complementary polynucleotide is fluorescently labeled and 
hybridized to the array, or to a different array containing a resynthesized version of 
the oligo nucleotide probe, and detection of the correct probe is confirmed. 

Typically, validation is performed by statistically evaluating the accuracy of 
the correspondence between the molecular signature for a diagnostic probe set and a 
selected indicator. For example, the expression differential for a nucleotide sequence 
between two subject classes can be expressed as a simple ratio of relative expression. 
The expression of the nucleotide sequence in subjects with selected indicator can be 
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compared to the expression of that nucleotide sequence in subjects without the 
indicator, as described in the following equations. 

EExai/N = ExA the average expression of nucleotide sequence x in the 
members of group A; 

EExbi/M = ExB the average expression of nucleotide sequence x in the 
members of group B; 

ExA/ ExB =AExAB the average differential expression of nucleotide sequence 
x between groups A 

andB: 

where S indicates a sum; Ex is the expression of nucleotide sequence x 
relative to a standard; ai are the individual members of group A, group A has N 
members; bi are the individual members of group B, group B has M members. 

The expression of at least two nucleotide sequences, e.g„ nucleotide sequence 
X and nucleotide sequence Y are measured relative to a standard in at least one 
subject of group A (e.g., with a disease) and group B (e.g., without the disease). 
Ideally, for purposes of validation the indicator is independent from (i.e., not assigned 
based upon) the expression pattern. Alternatively, a minimum threshold of gene 
expression for nucleotide sequences X and Y, relative to the standard, are designated 
for assignment to group A. For nucleotide sequence x, this threshold is designated 
AEx, and for nucleotide sequence y, the threshold is designated AEy. 

The following formulas are used in the calculations below: 

Sensitivity = (true positives/true positives + false negatives) 
Specificity = (true negatives/true negatives + false positives) 

If, for example, expression of nucleotide sequence x above a threshold: x > 
AEx, is observed for 80/100 subjects in group A and for 10/100 subjects in group B, 
the sensitivity of nucleotide sequence x for the assignment to group A, at the given 
expression threshold AEx, is 80%, and the specificity is 90%. 

If the expression of nucleotide sequence y is > AEy in 80/100 subjects in 
group A, and in 10/100 subjects in group B, then, similarly the sensitivity of 
nucleotide sequence y for the assignment to group A at the given threshold AEy is 
80% and the specificity is 90%. If in addition, 60 of the 80 subjects in group A that 
meet the expression threshold for nucleotide sequence y also meet the expression 
threshold AEx and that 5 of the 10 subjects in group B that meet the expression 
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threshold for nucleotide sequence y also meet the expression threshold AEx, the 
sensitivity of the test (x>AEx and y>AEy)for assignment of subjects to group A is 
60% and the specificity is 95%. 

Alternatively, if the criteria for assignment to group A are change to: 
Expression of x > AEx or expression of y > AEy, the sensitivity approaches 100% and 
the specificity is 85%. 

Clearly, the predictive accuracy of any diagnostic probe set is dependent on 
the minimum expression threshold selected. The expression of nucleotide sequence X 
(relative to a standard) is measured in subjects of groups A (with disease) and B 
(without disease). The minimum threshold of nucleotide sequence expression for x, 
required for assignment to group A is designated AEx 1 . 

If 90/100 patients in group A have expression of nucleotide sequence x > AEx 
1 and 20/100 patients in group B have expression of nucleotide sequence x > AEx 1, 
then the sensitivity of the expression of nucleotide sequence x (using AEx 1 as a 
minimum expression threshold) for assignment of patients to group A will be 90% 
and the specificity will be 80%. 

Altering the minimum expression threshold results in an alteration in the 
specificity and sensitivity of the nucleotide sequences in question. For example, if the 
minimum expression threshold of nucleotide sequence x for assignment of subjects to 
group A is lowered to AEx 2, such that 100/100 subjects in group A and 40/100 
subjects in group B meet the threshold, then the sensitivity of the test for assignment 
of subjects to group A will be 100% and the specificity will be 60%. 

Thus, for 2 nucleotide sequences X and Y: the expression of nucleotide 
sequence x and nucleotide sequence y (relative to a standard) are measured in subjects 
belonging to groups A (with disease) and B (without disease). Minimum thresholds 
of nucleotide sequence expression for nucleotide sequences X and Y (relative to 
common standards) are designated for assignment to group A. For nucleotide 
sequence x, this threshold is designated AExl and for nucleotide sequence y, this 
threshold is designated AEy 1 . 

If in group A, 90/100 patients meet the minimum requirements of expression 
AExl and AEyl, and in group B, 10/100 subjects meet the minimum requirements of 
expression AExl and AEyl, then the sensitivity of the test for assignment of subjects 
to group A is 90% and the specificity is 90%. 



69 



WO 02/057414 



PCT/US01/47856 



Increasing the minimum expression thresholds for X and Y to AEx2 and 
AEy2, such that in group A, 70/100 subjects meet the minimum requirements of 
expression AEx2 and AEy2, and in group B, 3/1 00 subjects meet the minimum 
requirements of expression AEx2 and AEy2. Now the sensitivity of the test for 
assignment of subjects to group A is 70% and the specificity is 97%. 

If the criteria for assignment to group A is that the subject in question meets 
either threshold, AEx2 or AEy2, and it is found that 100/100 subjects in group A meet 
the criteria and 20/100 subjects in group B meet the.criteria, then the sensitivity of the 
test for assignment to group A is 100% and the specificity is 80%. 

Individual components of a diagnostic probe set each have a defined 
sensitivity and specificity for distinguishing between subject groups. Such individual 
nucleotide sequences can be employed in concert as a diagnostic probe set to increase 
the sensitivity and specificity of the evaluation. The database of molecular signatures 
is queried by algorithms to identify the set of nucleotide sequences (i.e., 
corresponding to members of the probe set) with the highest average differential 
expression between subject groups. Typically, as the number of nucleotide sequences 
in the diagnostic probe set increases, so does the predictive value, that is, the 
sensitivity and specificity of the probe set. When the probe sets are defined they may 
be used for diagnosis and patient monitoring as discussed below. The diagnostic 
sensitivity and specificity of the probe sets for the defined use can be determined for a 
given probe set with specified expression levels as demonstrated above. By altering 
the expression threshold required for the use of each nucleotide sequence as a 
diagnostic, the sensitivity and specificity of the probe set can be altered by the 
practitioner. For example, by lowering the magnitude of the expression differential 
threshold for each nucleotide sequence in the set, the sensitivity of the test will 
increase, but the specificity will decrease. As is apparent from the foregoing 
discussion, sensitivity and specificity are inversely related and the predictive accuracy 
of the probe set is continuous and dependent on the expression threshold set for each 
nucleotide sequence. Although sensitivity and specificity tend to have an inverse 
relationship when expression thresholds are altered, both parameters can be increased 
as nucleotide sequences with predictive value are added to the diagnostic nucleotide 
set. In addition a single or a few markers may not be reliable expression markers 
across a population of patients. This is because of the variability in expression and 
measurement of expression that exists betweenmeasurements, individuals and 
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individuals over time. Inclusion of a large number of candidate nucleotide sequences 
or large numbers of nucleotide sequences in a diagnostic nucleotide set allows for this 
variability as not all nucleotide sequences need to meet a threshold for diagnosis. 
Generally, more markers are better than a single marker. If many markers are used to 
make a diagnosis, the likelihood that all expression markers will not meet some 
thresholds based upon random variability is low and thus the test will give fewer false 
negatives. 

It is appreciated that the desired diagnostic sensitivity and specificity of the 
diagnostic nucleotide set may vary depending on the intended use of the set. For 
example, in certain uses, high specificity and high sensitivity are desired. For 
example, a diagnostic nucleotide set for predicting which patient population may 
experience side effects may require high sensitivity so as to avoid treating such 
patients. In other settings, high sensitivity is desired, while reduced specificity may 
be tolerated. For example, in the case of a beneficial treatment with few side effects, 
it may be important to identify as many patients as possible (high sensitivity) who will 
respond to the drug, and treatment of some patients who will not respond is tolerated. 
In other settings, high specificity is desired and reduced sensitivity may be tolerated. 
For example, when identifying patients for an early-phase clinical trial, it is important 
to identify patients who may respond to the particular treatment. Lower sensitivity is 
tolerated in this setting as it merely results in reduced patients who enroll in the study 
or requires that more patients are screened for enrollment. 

Methods of using diagnostic nucleotide sets. 

The invention also provide methods of using the diagnostic nucleotide sets to: 
diagnose disease; assess severity of disease; predict future occurrence of disease; 
predict future complications of disease; determine disease prognosis; evaluate the 
patient's risk, or "stratify" a group of patients; assess response to current drug 
therapy; assess response to current non-pharmacological therapy; determine the most 
appropriate medication or treatment for the patient; predict whether a patient is likely 
to respond to a particular drug; and determine most appropriate additional diagnostic 
testing for the patient, among other clinically and epidemiologically relevant 
applications. 

The nucleotide sets of the invention can be utilized for a variety of purposes 
by physicians, healthcare workers, hospitals, laboratories, patients, companies and 
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other institutions. As indicated previously, essentially any disease, condition, or 
status for which at least one nucleotide sequence is differentially expressed in 
leukocyte populations (or sub-populations) can be evaluated, e.g., diagnosed, 
monitored, etc. using the diagnostic nucleotide sets and methods of the invention. In 
addition to assessing health status at an individual level, the diagnostic nucleotide sets 
of the present invention are suitable for evaluating subjects at a "population level," 
e.g., for epidemiological studies, or for population screening for a condition or 
disease. 

Collection and preparation of sample 

RNA, protein and/or DNA is prepared using methods well-known in the art, as 
further described herein. It is appreciated that subject samples collected for use in the 
methods of the invention are generally collected in a clinical setting, where delays 
may be introduced before RNA samples are prepared from the subject samples of 
whole blood, e.g. the blood sample may not be promptly delivered to the clinical lab 
for further processing. Further delay may be introduced in the clinical lab setting 
where multiple samples are generally being processed at any given time. For this 
reason, methods which feature lengthy incubations of intact leukocytes at room 
temperature are not preferred, because the expression profile of the leukocytes may 
change during this extended time period. For example, RNA can be isolated from 
whole blood using aphenol/guanidine isothiocyanate reagent or another direct whole- 
blood lysis method, as described in, e.g., U.S. Patent Nos. 5,346,994 and 4,843,155. 
This method may be less preferred under certain circumstances because the large 
majority of the RNA recovered from whole blood RNA extraction comes from 
erythrocytes since these cells outnumber leukocytes 1000:1. Care must be taken to 
ensure that the presence of erythrocyte RNA and protein does not introduce bias in the 
RNA expression profile data or lead to inadequate sensitivity or specificity of probes. 

Alternatively, intact leukocytes may be collected from whole blood using a 
lysis buffer that selectively lyses erythrocytes, but not leukocytes, as described, e.g., 
in (U.S. Patent Nos. 5,973,137, and 6,020,186). Intact leukocytes are then collected 
by centrifugation, and leukocyte RNA is isolated using standard protocols, as 
described herein. However, this method does not allow isolation of sub-populations 
of leukocytes, e.g. mononuclear cells, which may be desired. In addition, the 
expression profile may change during the lengthy incubation in lysis buffer, especially 
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in a busy clinical lab where large numbers of samples are being prepared at any given 
time. 

Alternatively, specific leukocyte cell types can be separated using density 
gradient reagents (Boyum, A, 1968.). For example, mononuclear cells may be 
separated from whole blood using density gradient centrifugation, as described, e.g., 
in U.S. Patents Nos. 4190535, 4350593, 4751001, 4818418, and 5053134. Blood is 
drawn directly into a tube containing an anticoagulant and a density reagent (such as 
Ficoll or Percoll). Centrifugation of this tube results in separation of blood into an 
erythrocyte and granulocyte layer, a mononuclear cell suspension, and a plasma layer. 
The mononuclear cell layer is easily removed and the cells can be collected by 
centrifugation, lysed, and frozen. Frozen samples are stable until RNA can be 
isolated. Density centrifugation, however, must be conducted at room temperature, 
and if processing is unduly lengthy, such as in a busy clinical lab, the expression 
profile may change. 

The quality and quantity of each clinical RNA sample is desirably checked 
before amplification and labeling for array hybridization, using methods known in the 
art. For example, one microliter of each sample may be analyzed on a Bioanalyzer 
(Agilent 2100 Palo Alto, CA. USA) using an RNA 6000 nano LabChip (Caliper, 
Mountain View, CA. USA). Degraded RNA is identified by the reduction of the 28S 
to 18S ribosomal RNA ratio and/or the presence of large quantities of RNA in the 25- 
100 nucleotide range. 

It is appreciated that the RNA sample for use with a diagnostic nucleotide set 
may be produced from the same or a different cell population, sub-population and/or 
cell type as used to identify the diagnostic nucleotide set. For example, a diagnostic 
nucleotide set identified using RNA extracted from mononuclear cells maybe suitable 
for analysis of RNA extracted from whole blood or mononuclear cells, depending on 
the particular characteristics of the members of the diagnostic nucleotide set. 
Generally, diagnostic nucleotide sets must be tested and validated when used with 
RNA derived from a different cell population, sub-population or cell type than that 
used when obtaining the diagnostic gene set. Factors such as the cell-specific gene 
expression of diagnostic nucleotide set members, redundancy of the information 
provided by members of the diagnostic nucleotide set, expression level of the member 
of the diagnostic nucleotide set, and cell-specific alteration of expression of a member 
of the diagnostic nucleotide set will contribute to the usefullness of using a different 
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RNA source than that used when identifying the members of the diagnostic nucleotide 
set. It is appreciated that it may be desirable to assay RNA derived from whole blood, 
obviating the need to isolate particular cell types' from the blood. 

Rapid method of RNA extraction suitable for production in a clinical setting of 
high quality RNA for expression profiling 

In a clinical setting, obtaining high quality RNA preparations suitable for 
expression profiling, from a desired population of leukocytes poses certain technical 
challenges, including: the lack of capacity for rapid, high-throughput sample 
processing in the clinical setting, and the possibility that delay in processing (in a 
busy lab or in the clinical setting) may adversely affect RNA quality, e.g. by a 
permitting the expression profile of certain nucleotide sequences to shift. Also, use of 
toxic and expensive reagents, such as phenol, maybe disfavored in the clinical setting 
due to the added expense associated with shipping and handling such reagents. 

A useful method for RNA isolation for leukocyte expression profiling would 
allow the isolation of monocyte and lymphocyte RNA in a timely manner, while 
preserving the expression profiles of the cells, and allowing inexpensive production of 
reproducible high-quality RNA samples. Accordingly, the invention provides a 
method of adding inhibitor(s) of RNA transcription and/or inhibitors) of protein 
synthesis, such that the expression profile is "frozen" and RNA degradation is 
reduced. A desired leukocyte population or sub-population is then isolated, and the 
sample may be frozen or lysed before further processing to extract the RNA. Blood is 
drawn from subject population and exposed to ActinomycinD (to a final 
concentration of 10 ug/ml) to inhibit transcription, and cycloheximide (to a final 
concentration of 10 ug/ml) to inhibit protein synthesis. The inhibitor(s) can be 
injected into the blood collection tube in liquid form as soon as the blood is drawn, or 
the tube can be manufactured to contain either lyophilized inhibitors or inhibitors that 
are in solution with the anticoagulant. At this point, the blood sample can be stored at 
room temperature until the desired leukocyte population or sub-population is isolated, 
as described elsewhere. RNA is isolated using standard methods, e.g., as described 
above, or a cell pellet or extract can be frozen until further processing of RNA is 
convenient. 
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The invention also provides a method of using a low-temperature density 
gradient for separation of a desired leukocyte sample. In another embodiment, the 
invention provides the combination of use of a low-temperature density gradient and 
the use of transcriptional and/or protein synthesis inhibitor(s). A desired leukocyte 
population is separated using a density gradient solution for cell separation that 
maintains the required density and viscosity for cell separation at 0-4°C. Blood is 
drawn into a tube containing this solution and may be refrigerated before and during 
processing as the low temperatures slow cellular processes and minimize expression 
profile changes. Leukocytes are separated, and RNA is isolated using standard 
methods. Alternately, a cell pellet or extract is frozen until further processing of RNA 
is convenient. Care must be taken to avoid rewarming the sample during further 
processing steps. 

Alternatively, the invention provides a method of using low-temperature 
density gradient separation, combined with the use of actinomycin A and 
cyclohexamide, as described above. 

Assessing expression for diagnostics 

Expression profiles for the set of diagnostic nucleotide sequences in a subject 
sample can be evaluated by any technique that determines the expression of each 
component nucleotide sequence. Methods suitable for expression analysis are known 
in the art, and numerous examples are discussed in the Sections titled "Methods of 
obtaining expression data" and "high throughput expression Assays", above. 

In many cases, evaluation of expression profiles is most efficiently, and cost 
effectively, performed by analyzing RNA expression. Alternatively, the proteins 
encoded by each component of the diagnostic nucleotide set are detected for 
diagnostic purposes by any technique capable of deteimining protein expression, e.g., 
as described above. Expression profiles can be assessed in subject leukocyte sample 
using the same or different techniques as those used to identify and validate the 
diagnostic nucleotide set. For example, a diagnostic nucleotide set identified as a 
subset of sequences on a cDNA microarray can be utilized for diagnostic (or 
prognostic, or monitoring, etc.) purposes on the same array from which they were 
identified. Alternatively, the diagnostic nucleotide sets for a given disease or 
condition can be organized onto a dedicated sub-array for the indicated purpose. It is 
important to note that if diagnostic nucleotide sets are discovered using one 
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technology, e.g. RNA expression profiling, but applied as a diagnostic using another 
technology, e.g. protein expression profiling, the nucleotide sets must generally be 
validated for diagnostic purposes with the new technology. In addition, it is 
appreciated that diagnostic nucleotide sets that are developed for one use, e.g. to 
diagnose a particular disease, may later be found to be useful for a different 
application, e.g. to predict the likelihood that the particular disease will occur. 
Generally, the diagnostic nucleotide set will need to be validated for use in the second 
circumstance. As discussed herein, the sequence of diagnostic nucleotide set 
members may be amplified from RNA or cDNA using methods known in the art 
providing specific amplification of the nucleotide sequences. 

Identification of novel nucleotide sequences that are differentially expressed in 
leukocytes 

Novel nucleotide sequences that are differentially expressed in leukocytes are 
also part of the invention. Previously unidentified open reading frames may be 
identified in a library of differentially expressed candidate nucleotide sequences, as 
described above, and the DNA and predicted protein sequence may be identified and 
characterized as noted above. We identified unnamed (not previously described as 
corresponding to a gene, or an expressed gene) nucleotide sequences in the our 
candidate nucleotide library, depicted in Table 3 A, 3B and the sequence listing. 
Accordingly, further embodiments of the invention are the isolated nucleic acids 
described in Tables 3A and 3B, and in the sequence listing. The novel differentially 
expressed nucleotide sequences of the invention are useful in the diagnostic 
nucleotide set of the invention described above, and are further useful as members of 
a diagnostic nucleotide set immobilized on an array. The novel partial nucleotide 
sequences may be further characterized using sequence tools and publically or 
privately accessible sequence databases, as is well known in the art: Novel 
differentially expressed nucleotide sequences may be identified as disease target 
nucleotide sequences, described below. Novel nucleotide sequences may also be used 
as imaging reagent, as further described below. 

As used herein, "novel nucleotide sequence" refers to (a) a nucleotide 
sequence containing at least one of the DNA sequences disclosed herein (as shown in 
FIGS. Table 3A, 3B and the sequence listing); (b) any DNA sequence that encodes 
the amino acid sequence encoded by the DNA sequences disclosed herein; (c) any 
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DNA sequence that hybridizes to the complement of the coding sequences disclosed 
herein, contained within the coding region of the nucleotide sequence to which the 
DNA sequences disclosed herein (as shown in Table 3A, 3B and the sequence listing) 
belong, under highly stringent conditions, e.g., hybridization to filter-bound DNA in 
0.5 M NaHP0 4 , 7% sodium dodecyl sulfate (SDS), 1 mM EDTA at 65° C, and 
washing in 0.1XSSC/0.1% SDS at 68° C. (Ausubel F. M. et al., eds., 1989, Current 
Protocols in Molecular Biology, Vol. I, Green Publishing Associates, Inc., and John 
Wiley & sons, Inc., New York, at p. 2.10.3), (d) any DNA sequence that hybridizes to 
the complement of the coding sequences disclosed herein, (as shown in Table 3 A, 3B 
and the sequence listing) contained within the coding region of the nucleotide 
sequence to which DNA sequences disclosed herein (as shown in TABLES 3 A, 3B 
and the sequence listing) belong, under less stringent conditions, such as moderately 
stringent conditions, e.g., washing in 0.2XSSC/0.1% SDS at 42°C. (Ausubel et al., 
1989, supra), yet which still encodes a functionally equivalent gene product; and/or 
(e) any DNA sequence that is at least 90% identical, at least 80% identical or at least 
70% identical to the coding sequences disclosed herein (as shown in TABLES 3A, 3B 
and the sequence listing), wherein % identity is determined using standard algorithms 
known in the art. 

The invention also includes nucleic acid molecules, preferably DNA 
molecules, that hybridize to, and are therefore the complements of, the DNA 
sequences (a) through (c), in the preceding paragraph. Such hybridization conditions 
may be highly stringent or less highly stringent, as described above. In instances 
wherein the nucleic acid molecules are deoxyoligonucleotides ("oligos"), highly 
stringent conditions may refer, e.g., to washing in 6xSSC/0.05% sodium 
pyrophosphate at 37°C. (for 14-base oligos), 48°C. (for 17-base oligos), 55°C. (for 
20-base oligos), and 60°C. (for 23-base oligos). These nucleic acid molecules may 
act as target nucleotide sequence antisense molecules, useful, for example, in target 
nucleotide sequence regulation and/or as antisense primers in amplification reactions 
of target nucleotide sequence nucleic acid sequences. Further, such sequences may be 
used as part of ribozyme and/or triple helix sequences, also useful for target 
nucleotide sequence regulation. Still further, such molecules may be used as 
components of diagnostic methods whereby the presence of a disease-causing allele, 
maybe detected. 
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The invention also encompasses (a) DNA vectors that contain any of the 
foregoing coding sequences and/or their complements (i.e., antisense); (b) DNA 
expression vectors that contain any of the foregoing coding sequences operatively 
associated with a regulatory element that directs the expression of the coding 
sequences; and (c) genetically engineered host cells that contain any of the foregoing 
coding sequences operatively associated with a regulatory element that directs the 
expression of the coding sequences in the host cell. As used herein, regulatory 
elements include but are not limited to inducible and non-inducible promoters, 
enhancers, operators and other elements known to those skilled in the art that drive 
and regulate expression. The invention includes fragments of any of the DNA 
sequences disclosed herein. Fragments of the DNA sequences may be at least 5, at 
least 10, at least 15, at least 19 nucleotides, at least 25 nucleotides, at least 50 
nucleotides, at least 100 nucleotides, at least 200, at least 500, or larger. 

hi addition to the nucleotide sequences described above, homologues of such 
sequences, as may, for example be present in other species, may be identified and 
may be readily isolated, without undue experimentation, by molecular biological 
techniques well known in the art, as well as use of gene analysis tools described 
above, and e.g., in Example 4. Further, there may exist nucleotide sequences at other 
genetic loci within the genome that encode proteins which have extensive homology 
to one or more domains of such gene products. These nucleotide sequences may also 
be identified via similar techniques. 

For example, the isolated differentially expressed nucleotide sequence may be 
labeled and used to screen a clDNA library constructed from mRNA obtained from the 
organism of interest. Hybridization conditions will be of a lower stringency when the 
cDNA library was derived from an organism different from the type of organism from 
which the labeled sequence was derived. Alternatively, the labeled fragment may be 
used to screen a genomic library derived from the organism of interest, again, using 
appropriately stringent conditions. Such low stringency conditions will be well 
known to those of skill in the art, and will vary predictably depending on the specific 
organisms from which the library and the labeled sequences are derived. For guidance 
regarding such conditions see, for example, Sambrook et al., 1989, Molecular 
Cloning, A Laboratory Manual, Cold Springs Harbor Press, N.Y.; and Ausubel et al., 
1989, Current Protocols in Molecular Biology, Green Publishing Associates and 
Wiley Interscience, N. Y. 
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Novel nucleotide products include those proteins encoded by the novel 
nucleotide sequences described, above. Specifically, novel gene products may 
include polypeptides encoded by the novel nucleotide sequences contained in the 
coding regions of the nucleotide sequences to which DNA sequences disclosed herein 
(in TABLES 3A, 3B and the sequence listing). 

In addition, novel protein products of novel nucleotide sequences may include 
proteins that represent functionally equivalent gene products. Such an equivalent 
novel gene product may contain deletions, additions or substitutions of amino acid 
residues within the amino acid sequence encoded by the novel nucleotide sequences 
described, above, but which result in a silent change, thus producing a functionally 
equivalent novel nucleotide sequence product. Amino acid substitutions may be made 
on the basis of similarity in polarity, charge, solubility, hydrophobicity, 
hydrophilicity, and/or the amphipathic nature of the residues involved. 

For example, nonpolar (hydrophobic) amino acids include alanine, leucine, 
isoleucine, valine, proline, phenylalanine, tryptophan, and methionine; polar neutral 
amino acids include glycine, serine, threonine, cysteine, tyrosine, asparagine, and 
glutamine; positively charged (basic) amino acids include arginine, lysine, and 
histidine; and negatively charged (acidic) amino acids include aspartic acid and 
glutamic acid. "Functionally equivalent", as utilized herein, refers to a protein 
capable of exhibiting a substantially similar in vivo activity as the endogenous novel 
gene products encoded by the novel nucleotide described, above. 

The novel gene products (protein products of the novel nucleotide sequences) 
may be produced by recombinant DNA technology using techniques well known in 
the art. Thus, methods for preparing the novel gene polypeptides and peptides of the 
invention by expressing nucleic acid encoding novel nucleotide sequences are 
described herein. Methods which are well known to those skilled in the art can be 
used to construct expression vectors containing novel nucleotide sequence protein 
coding sequences and appropriate transcriptional/translational control signals. These 
methods include, for example, in vitro recombinant DNA techniques, synthetic 
techniques and in vivo recombination/genetic recombination. See, for example, the 
techniques described in Sambrook et al., 1989, supra, and Ausubel et al., 1989, supra. 
Alternatively, RNA capable of encoding novel nucleotide sequence protein sequences 
may be chemically synthesized using, for example, synthesizers. See, for example, 
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the techniques described in "Oligonucleotide Synthesis", 1984, Gait, M. J. ed., 1RL 
Press, Oxford. 

A variety of host-expression vector systems may be utilized to express the 
novel nucleotide sequence coding sequences of the invention. Such host-expression 
systems represent vehicles by which the coding sequences of interest may be 
produced and subsequently purified, but also represent cells which may, when 
transformed or transfected with the appropriate nucleotide coding sequences, exhibit 
the novel protein encoded by the novel nucleotide sequence of the invention in situ. 
These include but are not limited to microorganisms such as bacteria (e.g., E. coli, B. 
subtilis) transformed with recombinant bacteriophage DNA, plasmid DNA or cosmid 
DNA expression vectors containing novel nucleotide sequence protein coding 
sequences; yeast (e.g. Saccharomyces, Pichia) transformed with recombinant yeast 
expression vectors containing the novel nucleotide sequence protein coding 
sequences; insect cell systems infected with recombinant virus expression vectors 
(e.g., baculovirus) containing the novel nucleotide sequence protein coding 
sequences; plant cell systems infected with recombinant virus expression vectors 
(e.g., cauliflower mosaic virus, CaMV; tobacco mosaic virus, TMV) or transformed 
with recombinant plasmid expression vectors (e.g., Ti plasmid) containing novel 
nucleotide sequence protein coding sequences; or mammalian cell systems (e.g. COS, 
CHO, BHK, 293, 3T3) harboring recombinant expression constructs containing 
promoters derived from the genome of mammalian cells (e.g., metallothionein 
promoter) or from mammalian viruses (e.g., the adenovirus late promoter; the 
vaccinia virus 7.5 K promoter). 

In bacterial systems, a number of expression vectors may be advantageously 
selected depending upon the use intended for the novel nucleotide sequence protein 
being expressed. For example, when a large quantity of such a protein is to be 
produced, for the generation of antibodies or to screen peptide libraries, for example, 
vectors which direct the expression of high levels of fusion protein products that are 
readily purified may be desirable. Such vectors include, but are not limited, to the E. 
coli expression vector pUR278 (Ruther et al., 1983, EMBO J. 2:1791), in which the 
novel nucleotide sequence protein coding sequence may be ligated individually into 
the vector in frame with the lac Z coding region so that a fusion protein is produced; 
pIN vectors (Inouye & Inouye, 1985, Nucleic Acids Res. 13:3101-3109; Van Heeke 
& Schuster, 1989, J. Biol. Chem. 264:5503-5509); and the likes of pGEX vectors may 
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also be used to express foreign polypeptides as fusion proteins with glutathione S- 
transferase (GST). In general, such fusion proteins are soluble and can easily be 
purified from lysed cells by adsorption to glutathione-agarose beads followed by 
elution in the presence of free glutathione. The pGEX vectors are designed to include 
thrombin or factor Xa protease cleavage sites so that the cloned target nucleotide 
sequence protein can be released from the GST moiety. Other systems useful in the 
invention include use of the FLAG epitope or the 6-HIS systems. 

In an insect system, Autographa cahfornica nuclear polyhedrosis virus 
(AcNPV) is used as a vector to express foreign nucleotide sequences. The virus 
grows in Spodoptera frugiperda cells. The novel nucleotide sequence coding 
sequence may be cloned individually into non-essential regions (for example the 
polyhedrin gene) of the virus and placed under control of an AcNPV promoter (for 
example the polyhedrin promoter). Successful insertion of novel nucleotide sequence 
coding sequence will result in inactivation of the polyhedrin gene and production of 
non-occluded recombinant virus (i.e., virus lacking the proteinaceous coat coded for 
by the polyhedrin gene). These recombinant viruses are then used to infect 
Spodoptera frugiperda cells in which the inserted nucleotide sequence is expressed. 
(E.g., see Smith et al., 1983, J. Virol. 46: 584; Smith, U.S. Pat. No. 4,215,051). 

In mammalian host cells, a number of viral-based expression systems may be 
utilized. In cases where an adenovirus is used as an expression vector, the novel 
nucleotide sequence coding sequence of interest may be ligated to an adenovirus 
transcription/translation control complex, e.g., the late promoter and tripartite leader 
sequence. This chimeric nucleotide sequence may then be inserted in the adenovirus 
genome by in vitro or in vivo recombination. Insertion in a non-essential region of the 
viral genome (e.g., region El or E3) will result in a recombinant virus that is viable 
and capable of expressing novel nucleotide sequence encoded protein in infected 
hosts. (E.g., See Logan & Shenk, 1984, Proc. Natl. Acad. Sci. USA 81:3655-3659). 
Specific initiation signals may also be required for efficient translation of inserted 
novel nucleotide sequence coding sequences. These signals include the ATG 
initiation codon and adjacent sequences. In cases where an entire novel nucleotide 
sequence, including its own initiation codon and adjacent sequences, is inserted into 
the appropriate expression vector, no additional translational control signals may be 
needed. However, in cases where only a portion of the novel nucleotide sequence 
coding sequence is inserted, exogenous translational control signals, including, 
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perhaps, the ATG initiation codon, must be provided. Furthermore, the initiation 
codon must be in phase with the reading frame of the desired coding sequence to 
ensure translation of the entire insert. These exogenous translational control signals 
and initiation codons can be of a variety of origins, both natural and synthetic. The 
efficiency of expression may be enhanced by the inclusion of appropriate 
transcription enhancer elements, transcription terminators, etc. (see Bittner et al., 
1987, Methods in Enzymol. 153:516-544). 

In addition, a host cell strain may be chosen which modulates the expression 
of the inserted sequences, or modifies and processes the product of the nucleotide 
sequence in the specific fashion desired. Such modifications (e.g., glycosylation) and 
processing (e.g., cleavage) of protein products may be important for the function of 
the protein. Different host cells have characteristic and specific mechanisms for the 
post-translational processing and modification of proteins. Appropriate cell lines or 
host systems can be chosen to ensure the correct modification and processing of the 
foreign protein expressed. To this end, eukaryotic host cells which possess the cellular 
machinery for proper processing of the primary transcript, glycosylation, and 
phosphorylation of the gene product may be used. Such mammalian host cells include 
but are not limited to CHO, VERO, BHK, HeLa, COS, MDCK, 293, 3T3, WI38, etc. 

For long-term, high-yield production of recombinant proteins, stable 
expression is preferred. For example, cell lines which stably express the novel 
nucleotide sequence encoded protein may be engineered. Rather than using 
expression vectors which contain viral origins of replication, host cells can be 
transformed with DNA controlled by appropriate expression control elements (e.g., 
promoter, enhancer, sequences, transcription terminators, polyadenylation sites, etc.), 
and a selectable marker. Following the introduction of the foreign DNA, engineered 
cells maybe allowed to grow for 1-2 days in an enriched media, and then are 
switched to a selective media. The selectable marker in the recombinant plasmid 
confers resistance to the selection and allows cells to stably integrate the plasmid into 
their chromosomes and grow to form foci which in turn can be cloned and expanded 
into cell lines. This method may advantageously be used to engineer cell lines which 
express novel nucleotide sequence encoded protein. Such engineered cell lines may 
be particularly useful in screening and evaluation of compounds that affect the 
endogenous activity of the novel nucleotide sequence encoded protein. 
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A number of selection systems may be used, including but not limited to the 
herpes simplex virus thymidine kinase (Wigler, et al., 1977, Cell 1 1:223), 
hypoxanthine-guanine phosphoribosyltransferase (Szybalska & Szybalski, 1962, Proc. 
Natl. Acad. Sci. USA 48:2026), and adenine phosphoribosyltransferase (Lowy, et al., 
1980, Cell 22:817) genes can be employed in tk-, hgprt- or aprt- cells, respectively. 
Also, antimetabolite resistance can be used as the basis of selection for dhfr, which 
confers resistance to methotrexate (Wigler, et al., 1980, Natl. Acad. Sci. USA 
77:3567; OHare, et aL, 1981, Proc. Natl. Acad. Sci. USA 78:1527); gpt, which 
confers resistance to mycophenolic acid (Mulligan & Berg, 1981, Proc. Natl. Acad. 
Sci. USA 78:2072); neo, which confers resistance to the aminoglycoside G-418 
(Colberre-Garapin, et al., 1981, J. Mol. Biol. 150:1); and hygro, which confers 
resistance to hygromycin (Santerre, et al., 1984, Gene 30:147) genes. 

An alternative fusion protein system allows for the ready purification of non- 
denatured fusion proteins expressed in human cell lines (Janknecht, et al., 1991, Proc. 
Natl. Acad. Sci. USA 88: 8972-8976). In this system, the nucleotide sequence of 
interest is subcloned into a vaccinia recombination plasmid such that the nucleotide 
sequence's open reading frame is translationally fused to an amino-terminal tag 
consisting of six histidine residues. Extracts from cells infected with recombinant 
vaccinia virus are loaded onto Ni.sup.2 +-nitriloacetic acid-agarose columns and 
histidine-tagged proteins are selectively eluted with imidazole-containing buffers. 

Where recombinant DNA technology is used to produce the protein encoded 
by the novel nucleotide sequence for such assay systems, it may be advantageous to 
engineer fusion proteins that can facilitate labeling, immobilization and/or detection. 

Indirect labeling involves the use of a protein, such as a labeled antibody, 
which specifically binds to the protein encoded by the novel nucleotide sequence. 
Such antibodies include but are not limited to polyclonal, monoclonal, chimeric, 
single chain, Fab fragments and fragments produced by an Fab expression library. 

The invention also provides for antibodies to the protein encoded by the novel 
nucleotide sequences. Described herein are methods for the production of antibodies 
capable of specifically recognizing one or more novel nucleotide sequence epitopes. 
Such antibodies may include, but are not limited to polyclonal antibodies, monoclonal 
antibodies (mAbs), humanized or chimeric antibodies, single chain antibodies, Fab 
fragments, F(ab f )2 fragments, fragments produced by a Fab expression library, anti- 
idiotype (anti-Id) antibodies, and epitope-binding fragments of any of the above. 

83 



WO 02/057414 



PCT/US01/47856 



Such antibodies may be used, for example, in the detection of a novel nucleotide 
sequence in a biological sample, or, alternatively, as a method for the inhibition of 
abnormal gene activity, for example, the inhibition of a disease target nucleotide 
sequence, as further described below. Thus, such antibodies may be utilized as part of 
cardiovascular or other disease treatment method, and/or may be used as part of 
diagnostic techniques whereby patients may be tested for abnormal levels of novel 
nucleotide sequence encoded proteins, or for the presence of abnormal forms of the 
such proteins. 

For the production of antibodies to a novel nucleotide sequence, various host 
animals may be immunized by injection with a novel protein encoded by the novel 
nucleotide sequence, or a portion thereof. Such host animals may include but are not 
limited to rabbits, mice, and rats, to name but a few. Various adjuvants maybe used 
to increase the immunological response, depending on the host species, including but 
not limited to Freund's (complete and incomplete), mineral gels such as aluminum 
hydroxide, surface active substances such as lysolecithin, pluronic polyols, 
polyanions, peptides, oil emulsions, keyhole limpet hemocyanin, dinitrophenol, and 
potentially useful human adjuvants such as BCG (bacille Calmette-Guerin) and 
Corynebacterium parvum. 

Polyclonal antibodies are heterogeneous populations of antibody molecules 
derived from the sera of animals immunized with an antigen, such as novel gene 
product, or an antigenic functional derivative thereof. For the production of 
polyclonal antibodies, host animals such as those described above, maybe immunized 
by injection with novel gene product supplemented with adjuvants as also described 
above. 

Monoclonal antibodies, which are homogeneous populations of antibodies to a 
particular antigen, may be obtained by any technique which provides for the 
production of antibody molecules by continuous cell lines in culture. These include, 
but are not limited to the hybridoma technique of Kohler and Milstein, (1975, Nature 
256:495-497; and U.S. Pat. No. 4,376,110), the human B-cell hybridoma technique 
(Kosbor et al., 1983, Immunology Today 4:72; Cole et al., 1983, Proc. Natl. Acad. 
Sci. USA 80:2026-2030), and the EBV-hybridoma technique (Cole et al., 1985, 
Monoclonal Antibodies And Cancer Therapy, Alan R. Liss, Inc., pp. 77-96). Such 
antibodies may be of any immunoglobulin class including IgG, IgM, IgE, IgA, IgD 
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and any subclass thereof. The hybridoma producing the mAb of this invention may be 
cultivated in vitro or in vivo. 

In addition, techniques developed for the production of "chimeric antibodies" 
(Morrison et aL, 1984, Proc. Natl. Acad. Sci., 81:6851-6855; Neuberger et aL, 1984, 
Nature, 312:604-608; Takeda et aL, 1985, Nature, 314:452-454) by splicing the genes 
from a mouse antibody molecule of appropriate antigen specificity together with 
genes from a human antibody molecule of appropriate biological activity can be used. 
A chimeric antibody is a molecule in which different portions are derived from 
different animal species, such as those having a variable region derived from a murine 
mAb and a human immunoglobulin constant region. 

Alternatively, techniques described for the production of single chain 
antibodies (U.S. Pat. No. 4,946,778; Bird, 1988, Science 242:423-426; Huston et aL, 
1988, Proc. Natl. Acad. Sci. USA 85:5879-5883; and Ward et aL, 1989, Nature 
334:544-546) can be adapted to produce novel nucleotide sequence-single chain 
antibodies. Single chain antibodies are formed by linking the heavy and light chain 
fragments of the Fv region via an amino acid bridge, resulting in a single chain 
polypeptide. 

Antibody fragments which recognize specific epitopes may be generated by 
known techniques For example, such fragments include but are not limited to: the 
F(ab ! )2 fragments which can be produced by pepsin digestion of the antibody 
molecule and the Fab fragments which can be generated by reducing the disulfide 
bridges of the F(ab')2 fragments. Alternatively, Fab expression libraries may be 
constructed (Huse et aL, 1989, Science, 246:1275-1281) to allow rapid and easy 
identification of monoclonal Fab fragments with the desired specificity. 

Disease specific target nucleotide sequences 

The invention also provides disease specific target nucleotide sequences, and 
sets of disease specific target nucleotide sequences. The diagnostic nucleotide sets, 
subsets thereof, novel nucleotide sequences, and individual members of the diagnostic 
nucleotide sets identified as described above are also disease specific target nucleotide 
sequences. In particular, individual nucleotide sequences that are differentially 
regulated or have predictive value that is strongly correlated with a disease or disease 
criterion are especially favorable as disease specific target nucleotide sequences. Sets 
of genes that are co-regulated may also be identified as disease specific target 
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nucleotide sets. Such nucleotide sequences and/or nucleotide sequence products are 
targets for modulation by a variety of agents and techniques. For example, disease 
specific target nucleotide sequences (or the products of such nucleotide sequences, or 
sets of disease specific target nucleotide sequences) can be inhibited or activated by, 
e.g., target specific monoclonal antibodies or small molecule inhibitors, or delivery of 
the nucleotide sequence or gene product of the nucleotide sequence to patients. Also, 
sets of genes can be inhibited or activated by a variety of agents and techniques. The 
specific usefulness of the target nucleotide sequence(s) depends on the subject groups 
from which they were discovered, and the disease or disease criterion with which they 
correlate. 

Imaging 

The invention also provides for imaging reagents. The differentially 
expressed leukocyte nucleotide sequences, diagnostic nucleotide sets, or portions 
thereof, and novel nucleotide sequences of the invention are nucleotide sequences 
expressed in cells with or without disease. Leukocytes expressing a nucleotide 
sequence(s) that is differentially expressed in a disease condition may localize within 
the body to sites that are of interest for imaging purposes. For example, a leukocyte 
expressing a nucleotide sequence(s) that are differentially expressed in an individual 
having atherosclerosis may localize or accumulate at the site of an atherosclerotic 
placque. Such leukocytes, when labeled, may provide a detection reagent for use in 
imaging regions of the body where labeled leukocyte accumulate or localize, for 
example, at the atherosclerotic plaque in the case of atherosclerosis. For example, 
leukocytes are collected from a subject, labeled in vitro, and reintroduced into a 
subject. Alternatively, the labeled reagent is introduced into the subject individual, 
and leukocyte labeling occurs within the patient. 

Imaging agents that detect the imaging targets of the invention are produced 
by well-known molecular and immunological methods (for exemplary protocols, see, 
e.g., Ausubel, Berger, and Sambrook, as well as Harlow and Lane, supra). 

For example, a full-length nucleic acid sequence, or alternatively, a gene 
fragment encoding an immunogenic peptide or polypeptide fragments, is cloned into a 
convenient expression vector, for example, a vector including an in-frame epitope or 
substrate binding tag to facilitate subsequent purification. Protein is then expressed 
from the cloned cDNA sequence and used to generate antibodies, or other specific 
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binding molecules, to one or more antigens of the imaging target protein. 
Alternatively, a natural or synthetic polypeptide (or peptide) or small molecule that 
specifically binds ( or is specifically bound to) the expressed imaging target can be 
identified through well established techniques (see, e.g., Mendel et al. (2000) 
Anticancer Drug Pes 15:29-41; Wilson (2000) Curr Med Chem 7:73-98; Hamby and 
Showwalter (1999) Pharmacol Ther 82:169-93; and Shimazawa et al. (1998) Curr 
O pin Struct Biol 8:451-8). The binding molecule, e.g., antibody, small molecule 
ligand, etc., is labeled with a contrast agent or other detectable label, e.g., gadolinium, 
iodine, or a gamma-emitting source. For in-vivo imaging of a disease process that 
involved leukocytes, the labeled antibody is infused into a subject, e.g., a human 
patient or animal subject, and a sufficient period of time is passed to permit binding of 
the antibody to target cells. The subject is then imaged with appropriate technology 
such as MRI (when the label is gadolinium) or with a gamma counter (when the label 
is a gamma emitter). 

Identification of nucleotide sequence involved in leukocyte adhesion 

Tke invention also encompasses a method of identifying nucleotide sequences 
involved in leukocyte adhesion. The interaction between the endothelial cell and 
leukocyte is a fundamental mechanism of all inflammatory disorders, including the 
diseases listed in Table 1. For example, the first visible abnormality in atherosclerosis 
is the adhesion to the endothelium and diapedesis of mononuclear cells (e.g., T-cell 
and monocyte). Insults to the endothelium (for example, cytokines, tobacco, diabetes, 
hypertension and many more) lead to endothelial cell activation. The endothelium 
then expresses adhesion molecules, which have counter receptors on mononuclear 
cells. Once the leukocyte receptors have bound the endothelial adhesion molecules, 
they stick to the endothelium, roll a short distance, stop and transmigrate across the 
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Human endothelial cells, e.g. derived from human coronary arteries, human 
aorta, human pulmonary artery, human umbilical vein or microvascular endothelial 
cells, are cultured as a confluent monolayer, using standard methods. Some of the 
endothelial cells are then exposed to cytokines or another activating stimuli such as 
oxidized LDL, hyperglycemia, shear stress, or hypoxia (Moser et al. 1992). Some 
endothelial cells are not exposed to such stimuli and serve as controls. For example, 
the endothelial cell monolayer is incubated with culture medium containing 5 U/ml of 
human recombinant IL-1 alpha or 10 ng/ml TNF (tumor necrosis factor), for a period 
of minutes to overnight. The culture medium composition is changed or the flask is 
sealed to induce hypoxia. In addition, tissue culture plate is rotated to induce sheer 
stress. 

Human T-cells and/or monocytes are cultured in tissue culture flasks or plates, 
with LGM-3 media from Clonetics. Cells are incubated at 37 degree C, 5% C02 and 
95% humidity. These leukocytes are exposed to the activated or control endothelial 
layer by adding a suspension of leukocytes on to the endothelial cell monolayer. The 
endothelial cell monolayer is cultured on a tissue culture treated plate/ flask or on a 
microporous membrane. After a variable duration of exposures, the endothelial cells 
and leukocytes are harvested separately by treating all cells with trypsin and then 
sorting the endothelial cells from the leukocytes by magnetic affinity reagents to an 
endothelial cell specific marker such as PECAM-1 (Stem Cell Technologies). RNA is 
extracted from the isolated cells by standard techniques. Leukocyte RNA is labeled 
as described above, and hybridized to leukocyte candidate nucleotide library. 
Epithelial cell RNA is also labeled and hybridized to the leukocyte candidate 
nucleotide library. Alternatively, the epithelial cell RNA is hybridized to a epithelial 
cell candidate nucleotide library, prepared according to the methods described for 
leukocyte candidate libraries, above. 

Hybridization to candidate nucleotide libraries will reveal nucleotide 
sequences that are up-regulated or down-regulated in leukocyte and/or epithelial cells 
undergoing adhesion. The differentially regulated nucleotide sequences are further 
characterized, e.g. by isolating and sequencing the full-length sequence, analysis of 
the DNA and predicted protein sequence, and functional characterization of the 
protein product of the nucleotide sequence, as described above. Further 
characterization may result in the identification of leukocyte adhesion specific target 
nucleotide sequences, which may be candidate targets for regulation of the 
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inflammatory process. Small molecule or antibody inhibitors can be developed to 
inhibit the target nucleotide sequence function. Such inhibitors are tested for their 
ability to inhibit leukocyte adhesion in the in vitro test described above. 

Integrated systems 

Integrated systems for the collection and analysis of expression profiles, and 
molecular signatures, as well as for the compilation, storage and access of the 
databases of the invention, typically include a digital computer with software 
including an instruction set for sequence searching and analysis, and, optionally, high- 
throughput liquid control software, image analysis software, data interpretation 
software, a robotic control armature for transferring solutions from a source to a 
destination (such as a detection device) operably linked to the digital computer, an 
input device (e.g., a computer keyboard) for entering subject data to the digital 
computer, or to control analysis operations or high throughput sample transfer by the 
robotic control armature. Optionally, the integrated system further comprises an 
image scanner for digitizing label signals from labeled assay components, e.g., 
labeled nucleic acid hybridized to a candidate library microarray. The image scanner 
can interface with image analysis software to provide a measurement of the presence 
or intensity of the hybridized label, i.e., indicative of an on/off expression pattern or 
an increase or decrease in expression. 

Readily available computational hardware resources using standard operating 
systems are fully adequate, e.g., a PC (Intel x86 or Pentium chip- compatible DOS,™ 
OS2,™ WINDOWS,™ WINDOWS NT,™ WINDOWS95,™ WINDOWS98,™ 
LINUX, or even Macintosh, Sun or PCs will suffice) for use in the integrated systems 
of the invention. Current art in software technology is similarly adequate (i.e., there 
are a multitude of mature programming languages and source code suppliers) for 
design, e.g., of an upgradeable open-architecture object-oriented heuristic algorithm, 
or instruction set for expression analysis, as described herein. For example, software 
for aligning or otherwise manipulating ,molecular signatures can be constructed by 
one of skill using a standard programming language such as Visual basic, Fortran, 
Basic, Java, or the like, according to the methods herein. 

Various methods and algorithms, including genetic algorithms and neural 
networks, can be used to perform the data collection, correlation, and storage 
functions, as well as other desirable functions, as described herein. In addition, digital 
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or analog systems such as digital or analog computer systems can control a variety of 
other functions such as the display and/or control of input and output files. 

For example, standard desktop applications such as word processing software 
(e.g., Corel WordPerfect™ or Microsoft Word™) and database software (e.g., 
spreadsheet software such as Corel Quattro Pro™, Microsoft Excel™, or database 
programs such as Microsoft Access™ or Paradox™) can be adapted to the present 
invention by inputting one or more character string corresponding, e.g., to an 
expression pattern or profile, subject medical or historical data, molecular signature, 
or the like, into the software which is loaded into the memory of a digital system, and 
carrying out the operations indicated in an instruction set, e.g., as exemplified in 
Figure 2. For example, systems can include the foregoing software having the 
appropriate character string information, e.g., used in conjunction with a user 
interface in conjunction with a standard operating system such as a Windows, 
Macintosh or LINUX system. For example, an instruction set for manipulating 
strings of characters, either by prpgramming the required operations into the 
applications or with the required operations performed manually by a user (or both). 
For example, specialized sequence alignment programs such as PELEUP or BLAST 
can also be incorporated into the systems of the invention, e.g., for alignment of 
nucleic acids or proteins (or corresponding character strings). 

Software for performing the statistical methods required for the invention, e.g., 
to determine correlations between expression profiles and subsets of members of the 
diagnostic nucleotide libraries, such as programmed embodiments of the statistical 
methods described above, are also included in the computer systems of the invention. 
Alternatively, programming elements for performing such methods as principle 
component analysis (PCA) or least squares analysis can also be included in the digital 
system to identify relationships between data. Exemplary software for such methods 
is provided by Partek, Inc., St. Peter, Mo; http://www.partek.com. 

Any controller or computer optionally includes a monitor which can include, 
e.g., a flat panel display (e.g., active matrix liquid crystal display, liquid crystal 
display), a cathode ray tube ("CRT") display, or another display system which serves 
as a user interface, e.g., to output predictive data. Computer circuitry, including 
numerous integrated circuit chips, such as a microprocessor, memory, interface 
circuits, and the like, is often placed in a casing or box which optionally also includes 
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a hard disk drive, a floppy disk drive, a high capacity removable drive such as a 
writeable CD-ROM, and other common peripheral elements. 

Inputting devices such as a keyboard, mouse, or touch sensitive screen, 
optionally provide for input from a user and for user selection, e.g., of sequences or 
data sets to be compared or otherwise manipulated in the relevant computer system. 
The computer typically includes appropriate software for receiving user instructions, 
either in the form of user input into a set parameter or data fields (e.g., to input 
relevant subject data), or in the form of preprogrammed instructions, e.g., 
preprogrammed for a variety of different specific operations. The software then 
converts these instructions to appropriate language for instructing the system to carry 
out any desired operation. 

The integrated system may also be embodied within the circuitry of an 
application specific integrated circuit (ASIC) or programmable logic device (PLD). 
In such a case, the invention is embodied in a computer readable descriptor language 
that can be used to create an ASIC or PLD. The integrated system can also be 
embodied within the circuitry or logic processors of a variety of other digital 
apparatus, such as PDAs, laptop computer systems, displays, image editing 
equipment, etc. 

The digital system can comprise a learning component where expression 
profiles, and relevant subject data are compiled and monitored in conjunction with 
physical assays, and where correlations, e.g., molecular signatures with predictive 
value for a disease, are established or refined. Successfid and unsuccessful 
combinations are optionally documented in a database to provide 
justification/preferences for user-base or digital system based selection of diagnostic 
nucleotide sets ^vith high predictive accuracy for a specified disease or condition. 

The integrated systems can also include an automated workstation. For 
example, such a workstation can prepare and analyze leukocyte RNA samples by 
performing a sequence of events including: preparing RNA from a human blood 
sample; labeling the RNA with an isotopic or non-isotopic label; hybridizing the 
labeled RNA to at least one array comprising all or part of the candidate library; and 
detecting the hybridization pattern. The hybridization pattern is digitized and 
recorded in the appropriate database. 
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Automated RNA preparation tool 

The invention also includes an automated RNA preparation tool for the 
preparation of mononuclear cells from whole blood samples, and preparation of RNA 
from the mononuclear cells. In a preferred embodiment, the use of the RNA 
preparation tool is fiilly automated, so that the cell separation and RNA isolation 
would require no human manipulations. Full automation is advantageous because it 
minimizes delay, and standardizes sample preparation across different laboratories. 
This standardization increases the reproducibility of the results. 

Figure 2 depicts the processes performed by the RNA preparation tool of the 
invention. A primary component of the device is a centrifuge (A). Tubes of whole 
blood containing a density gradient solution, transcription/translation inhibitors, and a 
gel barrier that separates erythrocytes from mononuclear cells and serum after 
centrifugation are placed in the centrifuge (B). The barrier is permeable to 
erythrocytes and granulocytes during centrifugation, but does not allow mononuclear 
cells to pass through (or the barrier substance has a density such that mononuclear 
cells remain above the level of the barrier during the centrifugation ). After 
centrifugation, the erythrocytes and granulocytes are trapped beneath the barrier, 
facilitating isolation of the mononuclear cell and serum layers. A mechanical arm 
removes the tube and inverts it to mix the mononuclear cell layer and the serum (C). 
The arm next pours the supernatant into a fresh tube (D), while the erythrocytes and 
granulocytes remained below the barrier. Alternatively, a needle is used to aspirate 
the supernatant and transfer it to a fresh tube. The mechanical arms of the device 
opens and closes lids, dispenses PBS to aid in the collection of the mononuclear cells 
by centrifugation, and moves the tubes in and out of the centrifuge. Following 
centrifugation, the supernatant is poured off or removed by a vacuum device (E), 
leaving an isolated mononuclear cell pellet. Purification of the RNA from the cells is 
performed automatically, with lysis buffer and other purification solutions (F) 
automatically dispensed and removed before and after centrifugation steps. The result 
is a purified RNA solution. In another embodiment, RNA isolation is performed 
using a column or filter method. In yet another embodiment, the invention includes 
an on-board homogenizer for use in cell lysis. 
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Other automated systems 

Automated and/or semi-automated methods for solid and liquid phase high- 
throughput sample preparation and evaluation are available, and supported by 
commercially available devices. For example, robotic devices for preparation of 
nucleic acids from bacterial colonies, e.g., to facilitate production and characterization 
of the candidate library include, for example, an automated colony picker (e.g., the Q- 
bot, Genetix, U.K.) capable of identifying, sampling, and inoculating up to 10,000/4 
hrs different clones into 96 well microtiter dishes. Alternatively, or in addition, 
robotic systems for liquid handling are available from a variety of sources, e.g., 
automated workstations like the automated synthesis apparatus developed by Takeda 
Chemical Industries, LTD. (Osaka, Japan) and many robotic systems utilizing robotic 
arms (Zymate II, Zymark Corporation, Hopkinton, Mass.; Orca, Beckman Coulter, 
Inc. (Fullerton, CA)) which mimic the manual operations performed by a scientist. 
Any of the above devices are suitable for use with the present invention, e.g., for 
high-throughput analysis of library components or subject leukocyte samples. The 
nature and implementation of modifications to these devices (if any) so that they can 
operate as discussed herein will be apparent to persons skilled in the relevant art. 

High throughput screening systems that automate entire procedures, e.g., 
sample and reagent pipetting, liquid dispensing, timed incubations, and final readings 
of the microplate in detector(s) appropriate for the relevant assay are commercially 
available, {see, e.g., Zymark Corp., Hopkinton, MA; Air Technical Industries, 
Mentor, OH; Beckman Instruments, Inc. Fullerton, CA; Precision Systems, Inc., 
Natick, MA, etc.). These configurable systems provide high throughput and rapid 
start up as well as a high degree of flexibility and customization. Similarly, arrays 
and array readers are available, e.g., from Affymetrix, PE Biosystems, and others. 

The manufacturers of such systems provide detailed protocols the various high 
throughput. Thus, for example, Zymark Corp. provides technical bulletins describing 
screening systems for detecting the modulation of gene transcription, ligand binding, 
and the like. 

A variety of commercially available peripheral equipment, including, e.g., 
optical and fluorescent detectors, optical and fluorescent microscopes, plate readers, 
CCD arrays, phosphorimagers, scintillation counters, phototubes, photodiodes, and 
the like, and software is available for digitizing, storing and analyzing a digitized 
video or digitized optical or other assay results, e.g., using PC (Intel x86 or pentium 
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chip- compatible DOS™, OS2™ WINDOWS™, WINDOWS NT™ or 
WINDOWS95™ based machines), MACINTOSH™, or UNIX based (e.g., SUN™ 
work station) computers. 

Embodiment in a web site. 

The methods described above can be implemented in a localized or distributed 
computing environment. For example, if a localized computing environment is used, 
an array comprising a candidate nucleotide library, or diagnostic nucleotide set, is 
configured in proximity to a detector, which is, in turn, linked to a computational 
device equipped with user input and output features. 

In a distributed environment, the methods can be implemented on a single 
computer with multiple processors or, alternatively, on multiple computers. The 
computers can be linked, e.g. through a shared bus, but more commonly, the 
computer(s) are nodes on a network. The network can be generalized or dedicated, at 
a local level or distributed over a wide geographic area. In certain embodiments, the 
computers are components of an intra-net or an internet. 

The predictive data corresponding to subject molecular signatures (e.g., 
expression profiles, and related diagnostic, prognostic, or monitoring results) can be 
shared by a variety of parties. In particular, such information can be utilized by the 
subject, the subject's health care practitioner or provider, a company or other 
institution, or a scientist. An individual subject's data, a subset of the database or the 
entire database recorded in a computer readable medium can be accessed directly by a 
user by any method of communication, including, but not limited to, the internet. 
With appropriate computational devices, integrated systems, communications 
networks, users at remote locations, as well as users located in proximity to, e.g., at 
the same physical facility, the database can access the recorded information. 
Optionally, access to the database can be controlled using unique alphanumeric 
passwords that provide access to a subset of the data. Such provisions can be used, 
e.g., to ensure privacy, anonymity, etc. 

Typically, a client (e.g., a patient, practitioner, provider, scientist, or the like) 
executes a Web browser and is linked to a server computer executing a Web server. 
The Web browser is, for example, a program such as IBM's Web Explorer, Internet 
explorer, NetScape or Mosaic, or the like. The Web server is typically, but not 
necessarily, a program such as IBM's HTTP Daemon or other WWW daemon (e.g., 
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LINUX-based forms of the program). The client computer is bi-directionally coupled 
with the server computer over a line or via a wireless system. In turn, the server 
computer is bi-directionally coupled with a website (server hosting the website) 
providing access to software implementing the methods of this invention. 

A user of a client connected to the Intranet or Internet may cause the client to 
request resources that are part of the web site(s) hosting the application(s) providing 
an implementation of the methods described herein. Server program(s) then process 
the request to return the specified resources (assuming they are currently available). 
A standard naming convention has been adopted, known as a Uniform Resource 
Locator ("URL"). This convention encompasses several types of location names, 
presently including subclasses such as Hypertext Transport Protocol ("http"), File 
Transport Protocol ("ftp"), gopher, and Wide Area Information Service ("WAIS"). 
When a resource is downloaded, it may include the URLs of additional resources. 
Thus, the user of the client can easily learn of the existence of new resources that he 
or she had not specifically requested. 

Methods of implementing Intranet and/or Intranet embodiments of 
computational and/or data access processes are well known to those of skill in the art 
and are documented, e.g., in ACM Press, pp. 383-392; ISO-ANSI, Working Draft, 
"Information Technology-Database Language SQL", Jim Melton, Editor, 
International Organization for Standardization and American National Standards 
Institute, Jul. 1992; ISO Working Draft, "Database Language SQL-Part 
2:Foundation (SQL/Foundation)", CD9075-2:199.chi.SQL, Sep. 11, 1997; and Cluer 
et al. (1992) A General Framework for the Optimization of Object-Oriented Queries, 
Proc SIGMOD International Conference on Management of Data, San Diego, 
California, Jun. 2-5, 1992, SIGMOD Record, vol. 21, Issue 2, Jun., 1992; 
Stonebraker, M., Editor;. Other resources are available, e.g., from Microsoft, IBM, 
Sun and other software development companies. 

Using the tools described above, users of the reagents, methods and database 
as discovery or diagnostic tools can query a centrally located database with expression 
and subject data. Each submission of data adds to the sum of expression and subject 
information in the database. As data is added, a new correlation statistical analysis is 
automatically run that incorporates the added clinical and expression data. 
Accordingly, the predictive accuracy and the types of correlations of the recorded 
molecular signatures increases as the database grows. 
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For example, subjects, such as patients, can access the results of the 
expression analysis of their leukocyte samples and any accrued knowledge regarding 
the likelihood of the patient's belonging to any specified diagnostic (or prognostic, or 
monitoring, or risk group), i.e., their expression profiles, and/or molecular signatures. 
Optionally, subjects can add to the predictive accuracy of the database by providing 
additional information to the database regarding diagnoses, test results,' clinical or 
other related events that have occurred since the time of the expression profiling. 
Such information can be provided to the database via any form of communication, 
including, but not limited to, the internet. Such data can be used to continually define 
(and redefine) diagnostic groups. For example, if 1000 patients submit data regarding 
the occurrence of myocardial infarction over the 5 years since their expression 
profiling, and 300 of these patients report that they have experienced a myocardial 
infarction and 700 report that they have not, then the 300 patients define a new "group 
A." As the algorithm is used to continually query and revise the database, a new 
diagnostic nucleotide set that differentiates groups A and B (i.e., with and without 
myocardial infarction within a five year period) is identified. This newly defined 
nucleotide set is then be used (in the manner described above) as a test that predicts 
the occurrence of myocardial infarction over a five-year period. While submission 
directly by the patient is exemplified above, any individual with access and authority 
to submit the relevant data e.g., the patient's physician, a laboratory technician, a 
health care or study administrator, or the like, can do so. 

As will be apparent from the above examples, transmission of information via 
the internet (or via an intranet) is optionally bi-directional. That is, for example, data 
regarding expression profiles, subject data, and the like are transmitted via a 
communication system to the database, while information regarding molecular 
signatures, predictive analysis, and the like, are transmitted from the database to the 
user. For example, using appropriate configurations of an integrated system including 
a microarray comprising a diagnostic nucleotide set, a detector linked to a 
computational device can directly transmit (locally or from a remote workstation at 
great distance, e.g., hundreds or thousands of miles distant from the database) 
expression profiles and a corresponding individual identifier to a central database for 
analysis according to the methods of the invention. According to, e.g., the algorithms 
described above, the individual identifier is assigned to one or more diagnostic (or 
prognostic, or monitoring, etc.) categories. The results of this classification are then 
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relayed back, via, e.g., the same mode of communication, to a recipient at the same or 
different internet (or intranet) address. 

Kits 

The present invention is optionally provided to a user as a kit. Typically, a kit 
contains one or more diagnostic nucleotide sets of the invention. Alternatively, the kit 
contains the candidate nucleotide library of the invention. Most often, the kit contains 
a diagnostic nucleotide probe set, or other subset of a candidate library, e.g., as a 
cDNA or antibody microarray packaged in a suitable container. The kit may further 
comprise, one or more additional reagents, e.g., substrates, labels, primers, for 
labeling expression products, tubes and/or other accessories, reagents for collecting 
blood samples, buffers, e.g., erythrocyte lysis buffer, leukocyte lysis buffer, 
hybridization chambers, cover slips, etc., as well as a software package, e.g., 
including the statistical methods of the invention, e.g., as described above, and a 
password and/or account number for accessing the compiled database. The kit 
optionally further comprises an instruction set or user manual detailing preferred 
methods of using the diagnostic nucleotide sets in the methods of the invention. 
Exemplary kits are described in Figure 3. 

This invention will be better understood by reference to the following non- 
limiting Examples: 
EXAMPLES 
List of Example titles 

Example J: Generation of subtracted leukocyte candidate nucleotide library 
Example 2: Identification of nucleotide sequences for candidate library using data 
mining techniques 

Example 3: DNA Sequencing and Processing of raw sequence data. 

Example 4: Further sequence analysis of novel nucleotide sequences identified by 

subtractive hybridization screening 

Example 5: Further sequence analysis of novel Clone 596H6 

Example 6: Further sequence analysis of novel Clone 486E11 

Example 7: Preparation of a leukocyte cDNA array comprising a candidate gene 

library 

Example 8: Preparation ofRNA from mononuclear cells for expression profiling 
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Example 9: Preparation ofBuffy Coat Control RNA for use in leukocyte expression 
profiling 

Example 10. RNA Labeling and hybridization to a leukocyte cDNA array of 
candidate nucleotide sequences. 

Example 11: Identification of diagnostic gene sets useful in diagnosis and treatment 
of Cardiac allograft rejection 

Example 12: Identification of diagnostic nucleotide sets for kidney and liver allograft 
rejection 

Example 13: Identification of diagnostic nucleotide sequences sets for use in the 
diagnosis and treatment of Atherosclerosis, Stable Angina Pectoris, and acute 
coronary syndrome. 

Example 14: Identification of diagnostic nucleotide sets for use in diagnosing and 
treating Restenosis 

Example 15: Identification of diagnostic nucleotide sets for use in monitoring 
treatment and/or progression of Congestive Heart Failure 
Example 16: Identification of diagnostic nucleotide sets for use in diagnosis of 
rheumatoid arthritis. 

Example 1 7: Identification of diagnostic nucleotide sets for diagnosis of 
cytomegalovirus 

Example 18: Identification of diagnostic nucleotide sets for diagnosis of Epstein Barr 
Virus 

Example 19: Identification of diagnostic nucleotides sets for monitoring response to 
statin drugs. 

Example 20: Probe selection for a 24,000 feature Array. 
Example 21: Design of oligonucleotide probes. 

Example 22: Production of an array of 8,000 spotted 50 mer oligonucleotides. 
Example 23: Amplification, labeling and hybridization of total RNA to an 
oligonucleotide microarray. 

Example 24: Analysis of Human Transplant Patient Mononuclear cell RNA 
Hybridized to a 24, 000 Feature Microarray. 
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Examples 



Example 1: Generation of subtracted leukocyte candidate nucleotide library 
To produce a candidate nucleotide library with representatives from the 
spectrum of nucleotide sequences that are differentially expressed in leukocytes, 
subtracted hybridization libraries were produced from the following cell types and 
conditions: 

1 . BufFy Coat leukocyte fractions - stimulated with ionomycin and PMA 

2. Buffy Coat leukocyte fractions - un-stimulated 

3 . Peripheral blood mononuclear cells - stimulated with ionomycin and 



Cells were obtained from multiple individuals to avoid introduction of bias by using 
only one person as a cell source. 

Buffy coats (platelets and leukocytes that are isolated from whole blood) were 
purchased from Stanford Medical School Blood Center. Four buffy coats were used, 
each of which was derived from about 350 ml of whole blood from one donor 
individual 10 ml of buffy coat sample was drawn from the sample bag using a needle 
and syringe. 40 ml of Buffer EL (Qiagen) was added per 10 ml of buffy coat to lyse 
red blood cells. The sample was placed on ice for 15 minutes, and cells were 
collected by centrifugation at 2000 rpm for 10 minutes. The supernatant was 
decanted and the cell pellet was re-suspended in leukocyte growth media 
supplemented with DNase (LGM-3 from Clonetics supplemented with Dnase at a 
final concentration of 30 U/ml). Cell density was determined using a hemocytometer. 
Cells were plated in media at a density of lxl 0 6 cells/ml in a total volume of 30 ml in 
a T-75 flask (Corning). Half of the cells were stimulated with ionomycin and phorbol 
myristate acetate (PMA) at a final concentration of 1 ng/ml and 62 ng/ml, 
respectively. Cells were incubated at 37°C and at 5% C0 2 for 3 hours, then cells were 
scraped off the flask and collected into 50 ml tubes. Stimulated and resting cell 
populations were kept separate. Cells were centrifuged at 2000 rpm for 10 minutes 
and the supernatant was removed. Cells were lysed in 6 ml of phenoJ/guanidine 
isothyocyanate (Trizol reagent, GibcoBRL), homogenized using a rotary 



PMA 



4. 



6. 



5. 



Peripheral blood mononuclear cells - un-stimulated 
T lymphocytes - stimulated with PMA and ionomycin 
T lymphocytes - resting 
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homogenizer, and frozen at 80°. Total RNA and mRNA were isolated as described 
below. 

Two frozen vials of 5xl0 6 human peripheral blood mononuclear cells 
(PBMCs) were purchased from Clonetics (catalog number cc-2702). The cells were 
rapidly thawed in a 37°C water bath and transferred to a 1 5 ml tube containing 1 0 ml 
of leukocyte growth media supplemented with DNase (prepared as described above). 
Cells were centrifiiged at 200ng for 10 minutes. The supernatant was removed and 
the cell pellet was resuspended in LGM-3 media supplemented with DNase. Cell 
density was determined using a hemocytometer. Cells were plated at a density of 
lxlO 6 cells/ml in a total volume of 30 ml in a T-75 flask (Corning). Half of the cells 
were stimulated with ionomycin and PMA at a final concentration of 1 ng/ml and 62 
ng/ml, respectively. Cells were incubated at 37°C and at 5% C0 2 for 3 hours, then 
cells were scraped off the flask and collected into 50 ml tubes. Stimulated and resting 
cell populations were kept separate. Cells were centrifiiged at 2000 rpm and the 
supernatant was removed. Cells were lysed in 6 ml of phenol/guanidine 
isothyocyanate solution (TRIZOL reagent, GibcoBRL)), homogenized using a rotary 
homogenizer, and frozen at 80°. Total RNA and mRNA were isolated from these 
samples using the protocol described below. 

45 ml of whole blood was drawn from a peripheral vein of four healthy human 
subjects into tubes containing anticoagulant. 50 (il RosetteSep (Stem Cell 
Technologies) cocktail per ml of blood was added, mixed well, and incubated for 20 
minutes at room temperature. The mixture was diluted with an equal volume of PBS 
+ 2% fetal bovine serum (FBS) and mixed by inversion. 30 ml of diluted mixture 
sample was layered on top of 15 ml DML medium (Stem Cell Technologies). The 
sample tube was centrifiiged for 20 minutes at 1200xg at room temperature. The 
enriched T-lymphocyte cell layer at the plasma :. medium interface was removed. 
Enriched cells were washed with PBS + 2% FBS and centrifiiged at 1200 x g. The 
cell pellet was treated with 5 ml of erythrocyte lysis buffer (EL buffer, Qiagen) for 10 
minutes on ice. The sample was centrifiiged for 5 min at 1200g. Cells were plated at 
a density of lxlO 6 cells/ml in a total volume of 30 ml in a T-75 flask (Corning). Half 
of the cells were stimulated with ionomycin and PMA at a final concentration of 1 
Hg/ml and 62 ng/ml, respectively. Cells were incubated at 37°C and at 5% C0 2 for 3 
hours, then cells were scraped off the flask and collected into 50 ml tubes. Stimulated 
and resting cell populations were kept separate. Cells were centrifiiged at 2000 rpm 
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and the supernatant was removed. Cells were lysed in 6 ml of phenol/guanidine 
isothyocyanate solution (TRIZOL reagent, GibcoBRL), homogenized using a rotary 
homogenizer, and frozen at 80°. Total RNA and mRNA were isolated as described 
below. 

Total RNA and mRNA were isolated using the following procedure: the 
homogenized samples were thawed and mixed by vortexing. Samples were lysed in a 
1:0.2 mixture of Trizol and chloroform, respectively. For some samples, 6 ml of 
Trizol-chloroform was added. Variable amounts of Trizol-chloroform was added to 
other samples. Following lysis, samples were centrifuged at 3000 g for 15 min at 
4°C. The aqueous layer was removed into a clean tube and 4 volumes of Buffer RLT 
Qiagen) was added for every volume of aqueous layer. The samples were mixed 
thoroughly and total RNA was prepared from the sample by following the Qiagen 
Rneasy midi protocol for RNA cleanup (October 1999 protocol, Qiagen). For the 
final step, the RNA was eluted from the column twice with 250 nl Rnase-free water. 
Total RNA was quantified using a spectrophotometer. Isolation of mRNA from total 
RNA sample was done using The Oligotex mRNA isolation protocol (Qiagen) was 
used to isolate mRNA from total RNA, according to the manufacturer's instructions 
(Qiagen, 7/99 version). mRNA was quantified by spectrophotometry. 

Subtracted cDNA libraries were prepared using Clontech's PCR-Select cDNA 
Subtraction Kit (protocol number PT-1 117-1) as described in the manufacturer's 
protocol. The protocol calls for two sources of RNA per library, designated "Driver" 
and "Tester." The following 6 libraries were made: 



Library 


Driver RNA :[. 


Tester RNA 


Buffy Coat Stimulated 


Un-stimulated Buffy Coat 


Stimulated Bufify Coat 


Buffy Coat Resting 


Stimulated Biiffy Coat 


Un-stimulated Buffy Coat 


PBMC Stimulated 


Un-stimulated PBMCs 


Stimulated PBMCs 


PBMC Resting 


Stimulated PBMCs 


Un-stimulated PBMCs 


T-cell Stimulated 


Un-stimulated T-cells 


Stimulated T-cells 


T-cell Resting 


Stimulated T-cells 


Un-stimulated T-cells 



The Clontech protocol results in the PGR amplification of cDNA products. 
The PCR products of the subtraction protocol were ligated to the pGEM T-easy 
bacterial vector as described by the vector manufacturer (Promega 6/99 version). 
Ligated vector was transformed into competent bacteria using well-known techniques, 
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plated, and individual clones are picked, grown and stored as a glycerol stock at - 
80C. Plasmid DNA was isolated from these bacteria by standard techniques and used 
for sequence analysis of the insert. Unique cDNA sequences were searched in the 
Unigene database (build 133), and Unigene cluster numbers were identified that 
corresponded to the DNA sequence of the cDNA. Unigene cluster numbers were 
recorded in an Excel spreadsheet. 

Example 2: Identification of nucleotide sequences for candidate library using 
data mining techniques 

Existing and publicly available gene sequence databases were used to identify 
candidate nucleotide sequences for leukocyte expression profiling. Genes and 
nucleotide sequences with specific expression in leukocytes, for example, lineage 
specific markers, or known differential expression in resting or activated leukocytes 
were identified. Such nucleotide sequences are used in a leukocyte candidate 
nucleotide library, alone or in combination with nucleotide sequences isolated through 
cDNA library construction, as described above. 

Leukocyte candidate nucleotide sequences were identified using three primary 
methods. First, the publically accessible publication database PubMed was searched 
to identify nucleotide sequences with known specific or differential expression in 
leukocytes. Nucleotide sequences were identified that have been demonstrated to 
have differential expression in peripheral blood leukocytes between subjects with and 
without particular disease(s) selected from Table 1 . Additionally, genes and gene 
sequences that were known to be specific or selective for leukocytes or sub- 
populations of leukocytes were identified in this way. . 

Next, two publicly available databases of DNA sequences, Unigene 
(ht^>://www.ncbi.nlm.nih.gov/UniGene/) and BodyMap (http:/ftodymap.ims.u- 
tokyo.ac.jp/), were searched for sequenced DNA clones that showed specificity to 
leukocyte lineages, or subsets of leukocytes, or resting or activated leukocytes. 

The human Unigene database (build 133) was used to identify leukocyte 
candidate nucleotide sequences that were likely to be highly or exclusively expressed 
in leukocytes. We used the Library Differential Display utility of Unigene 
(http://www.ncbi.nlm.nih.gov/UniGene/info/ddd.html), which uses statistical methods 
(The Fisher Exact Test) to identify nucleotide sequences that have relative specificity 
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for a chosen library or group of libraries relative to each other. We compared the 
following human libraries from Unigene release 133: 

546 NCI_CGAPHSC1 (399) 

848 Human - mRNA_from_cd34+_stem_cells (122) 

105 CD34+DIRECTIONAL(150) 

3587 KRffiBJIuman_CD4Jntrafo 

3586 KRJBB_Human_DP_intrathymic_T-cell_cDNA_libr^ (1 79) 

3585 KRffiBJHumanjmjntrato^ (127) 

3586 323 Activated_T-cells_I (740) 
376 Activated_T-cells_XX(1727) 
327 Monocytes,_stimulatedJI (1 1 0) 

824 Proliferating_Ery1^ (665) 

825 429 Macrophage^ (105) 
387 Macrophage J (137) 

669 NCLCGAP^CLLl (11626) 
129 Human_White_blood_cells (922) 
1400 NIH_MGC_2 (422) 
55 Human_promyelocyte (1220) 
1010 NCI_CGAP_CML1 (2541) 
2217 NCI_CGAP_Sub7(218) 
1395 NCI_CGAP_Sub6 (2764) 
4874 NTH_MGC_48 (2524) 

BodyMap, like Unigene, contains cell-specific libraries that contain potentially 
useful information about genes that may serve as lineage-specific or leukocyte 
specific markers (Okubo et al. 1992). We compared three leukocyte specific libraries, 
Granulocyte, CD4 T cell, and CD8 T cell , with the other libraries. Nucleotide 
sequences that were found in one or more of the leukocyte-specific libraries, but 
absent in the others, were identified. Clones that were found exclusively in one of the 
three leukocyte libraries were also included in a list of nucleotide sequences that 
could serve as lineage-specific markers. 

Next, the sequence of the nucleotide sequences identified in PubMed or 
BodyMap were searched in Unigene (version 133), and a human Unigene cluster 
number was identified for each nucleotide sequence. The cluster number was 
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recorded in a Microsoft Excel™ spreadsheet, and a non-redundant list of these clones 
was made by sorting the clones by UniGene number, and removing all redundant 
clones using Microsoft Excel™ tools. The non-redundant list of UniGene cluster 
numbers was then compared to the UniGene cluster numbers of the cDNAs identified 
using differential cDNA hybridization, as described above in Example 1 (listed in 
Table 3 and the sequence listing). Only UniGene clusters that were not contained in 
the cDNA libraries were retained. Unigene clusters corresponding to 191 1 candidate 
nucleotide sequences for leukocyte expression profiling were identified in this way 
and are listed in Table 3 and the sequence listing. 

DNA clones corresponding to each UniGene cluster number are obtained in a 
variety of ways. First, a cDNA clone with identical sequence to part of, or all of the 
identified UniGene cluster is bought from a commercial vendor or obtained from the 
IMAGE consortium (http://image.llnl.gov/, the Integrated Molecular Analysis of 
Genomes and their Expression). Alternatively, PCR primers are designed to amplify 
and clone any portion of the nucleotide sequence from cDNA or genomic DNA using 
well-known techniques. Alternatively, the sequences of the identified UniGene 
clusters are used to design and synthesize oligonucleotide probes for use in 
microarray based expression profiling. 

Example 3: DNA Sequencing and Processing of raw sequence data. 
Clones of differentially expressed cDNAs (identified by subtractive 
hybridization, described above) were sequenced on an MJ Research BaseStation™ 
slab gel based fluorescent detection system, using BigDye™ (Applied Biosystems, 
Foster City, CA) terminator chemistry was used (Heiner et al., Genome Res 1998 
May;8(5):557-61). 

The fluorescent profiles were analyzed using the Phred sequence analysis 
program (Ewing et al, (1998), Genome Research 8: 175-185). Analysis of each clone 
results in a one pass nucleotide sequence and a quality file containing a number for 
each base pair with a score based on the probability that the determined base is 
correct. Each sequence files and its respective quality files were initially combined 
into single fasta format (Pearson, WR. Methods Mol Biol. 2000;132:185-219), multi- 
sequence file with the appropriate labels for each clone in the headers for subsequent 
automated analysis. 
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Initially, known sequences were analyzed by pair wise similarity searching 
using the blastn option of the blastall program obtained from the National Center for 
Biological Information, National Library of Medicine, National Institutes of Health 
(NCBI) to determine the quality score that produced accurate matching (Altschul 
SF,et al. J Mol Biol 1990 Oct 5;215(3):403-10.). Empirically, it was determined that 
a raw score of 8 was the minimum that contained useful information. Using a sliding 
window average for 16 base pairs, an average score was determined. The sequence 
was removed (trimmed) when the average score fell below 8. Maximum reads were 
950 nucleotides long. 

Next, the sequences were compared by similarity matching against a database 
file containing the flanking vector sequences used to clone the cDNA, using the 
blastall program with the blastn option. All regions of vector similarity were 
removed, or 'trimmed" from the sequences of the clones using scripts in the GAWK 
programming language, a variation of AWK (Aho AV et al, The Awk Programming 
Language (Addison- Wesley, Reading MA, 1 988); Robbins, AD, "Effective AWK 
Programming" (Free Software Foundation, Boston MA, 1997). It was found that the 
first 45 base pairs of all the sequences were related to vector; these sequences were 
also trimmed and thus removed from consideration. The remaining sequences were 
then compared against the NCBI vector database (Kitts, P.A. et al. National Center for 
Biological Information, National Library of Medicine, National Institutes of Health, 
Manuscript in preparation (2001) using blastall with the blastn option. Any vector 
sequences that were found were removed from the sequences. 

Messenger RNA contains repetitive elements that are found in genomic DNA. 
These repetitive elements lead to false positive results in similarity searches of query 
mRNA sequences versus known mRNA and EST databases. Additionally, regions of 
low information content (long runs of the same nucleotide, for example) also result in 
false positive results. These regions were masked using the program RepeatMasker2 
found at http://repeatmasker.genome.washington.edu (Smit, AFA & Green, P 
"RepeatMasker" at http://ftp.genome.washington.edu/RM^ The 
trimmed and masked files were then subjected to further sequence analysis. 
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Example 4: Further sequence analysis of novel nucleotide sequences identified by 
subtractive hybridization screening 

cDNA sequences were further characterized using BLAST analysis. The 
BLASTN program was used to compare the sequence of the fragment to the UniGene, 
dbEST, and nr databases at NCBI (GenBank release 123.0; see Table 5). In the 
BLAST algorithm, the expect value for an alignment is used as the measure of its 
significance. First, the cDNA sequences were compared to sequences in Unigene 
(http://www^cbi.nlm.nih.gov/UniGene). If no alignments were found with an expect 
value less than 10" 25 , the sequence was compared to the sequences in the dbEST 
database using BLASTN. If no alignments were found with an expect value less than 
10" 25 , the sequence was compared to sequences in the nr database. 

The BLAST analysis produced the following categories of results: a) a 
significant match to a known or predicted human gene, b) a significant match to a 
nonhuman DNA sequence, such as vector DNA or E. coli DNA, c) a significant 
match to an unidentified GenBank entry (a sequence not previously identified or 
predicted to be an expressed sequence or a gene), such as a cDNA clone, mRNA, or 
cosmid , or d) no significant alignments. If a match to a known or predicted human 
gene was found, analysis of the known or predicted protein product was performed as 
described below. If a match to an unidentified GenBank entry was found, or if no 
significant alignments were found, the sequence was searched against all known 
sequences in the human genome database 

(http://www.ncbi.nlm.nih.go see 
Table 5). 

If many unknown sequences were to be analyzed with BLASTN, the 
clustering algorithm CAP2 (Contig Assembly Program, version 2) was used to cluster 
them into longer, contiguous sequences before performing a BLAST search of the 
human genome. Sequences that can be grouped into contigs are likely to be cDNA 
from expressed genes rather than vector DNA, E. coli DNA or human chromosomal 
DNA from a noncoding region, any of which could have been incorporated into the 
library. Clustered sequences provide a longer query sequence for database 
comparisons with BLASTN, increasing the probability of finding a significant match 
to a known gene. When a significant alignment was found, further analysis of the 
putative gene was performed, as described below. Otherwise, the sequence of the 
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original cDNA fragment or the CAP2 contig is used to design a probe for expression 
analysis and further approaches are taken to identify the gene or predicted gene that 
corresponds to the cDNA sequence, including similarity searches of other databases, 
molecular cloning, and Rapid Amplification of cDNA Ends (RACE). 

In some cases, the process of analyzing many unknown sequences with 
BLASTN was automated by using the BLAST network-client program blastcB, 
which was downloaded from ftp://ncbi.nlm.nih.gov/blast/network/netblast. 

When a cDNA sequence aligned to the sequence of one or more 
chromosomes, a large piece of the genomic region around the loci was used to predict 
the gene containing the cDNA. To do this, the contig corresponding to the mapped 
locus, as assembled by the RefSeq project at NCBI, was downloaded and cropped to 
include the region of alignment plus 100,000 bases preceding it and 100,000 bases 
following it on the chromosome. The result was a segment 200 kb in length, plus the 
length of the alignment. This segment, designated a putative gene, was analyzed 
using an exon prediction algorithm to deteimine whether the alignment area of the 
unknown sequence was contained within a region predicted to be transcribed (see 
Table 6). 

This putative gene was characterized as follows: all of the exons comprising 
the putative gene and the introns between them were taken as a unit by noting the 
residue numbers on the 200kb+ segment that correspond to the first base of the first 
exon and the last base of the last exon, as given in the data returned by the exon 
prediction algorithm. The truncated sequence was compared to the UniGene, dbEST, 
and nr databases to search for alignments missed by searching with the initial 
fragment. 

The predicted amino acid sequence of the gene was also analyzed. The 
peptide sequence of the gene predicted from the exons was used in conjunction with 
numerous software tools for protein analysis (see Table 7). These were used to 
classify or identify the peptide based on similarities to known proteins, as well as to 
predict physical, chemical, and biological properties of the peptides, including 
secondary and tertiary structure, flexibility, hydrophobicity, antigenicity 
(hydrophilicity), common domains and motifs, and localization within the cell or 
tissues. The peptide sequence was compared to protein databases, including SWISS- 
PROT, TrEMBL, GenPept, PDB, PIR, PROSITE, ProDom, PROSITE, Blocks, 
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PRINTS, and Pfam, using BLASTP and other algorithms to determine similarities to 
known proteins or protein subunits. 

Example 5: Further sequence analysis of novel Clone 596H6 
The sequence of clone 596H6 is provided below: 



ACTATATTTA 


GGCACCACTG 


CCATAAACTA 


CCAAAAAAAA 


AATGTAATTC 


50 


CTAGAAGCTG 


TGAAGAATAG 


TAGTGTAGCT 


AAGCACGGTG 


TGTGGACAGT 


10i 


GGGACATCTG 


CCACCTGCAG 


TAGGTCTCTG 


CACTCCCAAA 


AGCAAATTAC 


151 


ATTGGCTTGA 


ACTTCAGTAT 


GCCCGGTTCC 


ACCCTCCAGA 


AACTTTTGTG 


201 


TTCTTTGTAT 


AGAATTTAGG 


AACTTCTGAG 


GGCCACAAAT 


ACACACATTA 


25( 


AAAAAGGTAG 


AATTTTTGAA 


GATAAGATTC 


TTCTAAAAAA 


GCTTCCCAAT 


30i 


GCTTGAGTAG 


AAAGTATCAG 


TAGAGGTATC 


AAGGGAGGAG 


AGACTAGGTG 


35( 


ACCACTAAAC 


TCCTTCAGAC 


TCTTAAAATT 


ACGATTCTTT 


TCTCAAAGGG 


401 


GAAGAACGTC 


AGTGCAGCGA 


TCCCTTCACC 


TTTAGCTAAA 


GAATTGGACT 


451 


GTGCTGCTCA 


AAATAAAGAT 


CAGTTGGAGG 


TANGATGTCC 


AAGACTGAAG 


501 


GTAAAGGACT 


AGTGCAAACT 


GAAAGTGATG 


GGGAAACAGA 


CCTACGTATG 


55t 


GAAGCCATGT 


AGTGTTCTTC 


ACAGGCTGCT 


GTTGACTGAA 


ATTCCTATCC 


60) 


TCAAATTACT 


CTAGACTGAA 


GCTGCTTCCC 


TTCAGTGAGC 


AGCCTCTCCT 


65i 


TCCAAGATTC 


TGGAAAGCAC 


ACCTGACTCC 


AAACAAAGAC 


TTAGAGCCCT 


701 


GTGTCAGTGC 


TGCTGCTGCT 


TTTACCAGAT 


TCTCTAACCT 


TCCGGGTAGA 


75< 


AGAG 


(SEQIDNO: 












8767) 











This sequence was used as input for a series of BLASTN searches. First, it 
was used to search the UniGene database, build 132 

(http://www.ncbi.nlm.nih.gov/BLAST/). No alignments were found with an expect 
value less than the threshold value of 10" 25 . A BLASTN search of the database 
dbEST, release 041001, was then performed on the sequence and 21 alignments were 
found (http://www.ncbi.nlm.nih.gov/BLAST/). Ten of these had expect values less 
than 10" 25 , but all were matches to unidentified cDNA clones. Next, the sequence was 
used to run a BLASTN search of the nr database, release 123.0. No significant 
alignment to any sequence in nr was found. Finally, a BLASTN search of the human 
genome was performed on the sequence 
(http://www.ncbi.nlm.n^ 

A single alignment to the genome was found on contig NT_004698.3 (e=0.0). 
The region of alignment on the contig was from base 1,821,298 to base 1,822,054, 
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and this region was found to be mapped to chromosome 1, from base 105,552,694 to 
base 105,553,450. The sequence containing the aligned region, plus 100 kilobases on 
each side of the aligned region, was downloaded. Specifically, the sequence of 
chromosome 1 from basel05,452,694 to 105,653,450 was downloaded 
(http://www.ncbi.nlm.nih.gov/cgi- 

bin/Entrez/seq - reg.cgi?chi=l&from=105452694&to=105653450). 

This 200,757 bp segment of the chromosome was used to predict exons and 
their peptide products as follows. The sequence was used as input for the Genscan 
algorithm (http://genes.mit.edu/GENSCAN.html), using the following Genscan 
settings: 

Organism: vertebrate 

Suboptimal exon cutoff: 1.00 (no suboptimal exons) 
Print options: Predicted CDS and peptides 

The region matching the sequence of clone 596H6 was known to span base 
numbers 100,001 to 100,757 of the input sequence. An exon was predicted by the 
algorithm, with a probability of 0.695, covering bases 100,601 to 101,094 (designated 
exon 4.14 of the fourth predicted gene). This exon was part of a predicted cistron that 
is 24,195 bp in length. The sequence corresponding to the cistron was noted and 
saved separately from the 200,757 bp segment. BLASTN searches of the Unigene, 
dbEST, and nr databases were performed on it. 

At least 100 significant alignments to various regions of the sequence were 
found in the dbEST database, although most appeared to be redundant representations 
of a few exons. All matches were to unnamed cDNAs and mRNAs (unnamed cDNAs 
and mRNAs are cDNAs and mRNAs not previously identified, or shown to 
correspond to a known or predicted human gene) from various tissue types. Most 
aligned to a single region on the sequence and spanned 500 bp or less, but several 
consisted of five or six regions separated by gaps, suggesting the locations of exons in 
the gene. Several significant matches to entries in the UniGene database were found, 
as well, even after masking low-complexity regions and short repeats in the sequence. 
All matches were to unnamed cDNA clones. 

At least 100 significant alignments were found in the nr database, as well. A 
similarity to hypothetical protein FLJ22457 (UniGene cluster Hs.238707)was found 
(e=0.0). The cDNA of this predicted protein has been isolated from B lymphocytes 
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(http://www.ncbi.nlm.nih.gov^ 
=gp&txt=0&val=l 3637988). 

Other significant alignments were to unnamed cDNAs and mRNAs. 

Using Genscan, the following 730 residue peptide sequence was predicted 
from the putative gene: 



MDGLGRRLRA 


SLRLKRGHGG 


HWRLNEMPYM 


KHEFDGGPPQ 


DNSGEALKEP 


i 


ERAQEHSLPN 


FAGGQHFFEY 


LLWSLKKKR 


SEDDYEPIIT 


YQFPKRENLL 


) 


RGQQEEEERL 


LKAJPLFCFP 


DGNEWASLTE 


YPSLSCKTPG 


LLAALWEKA 


1 


QPRTCCHASA 


PSAAPQARGP 


DAPSPAAGQA 


LPAGPGPRLP 


KVYCHSCIG 


4 


CFGLFSKELD 


EVEKRHQISM 


AVIYPFMQGL 


REAAFPAPGK 


TVTLKSFIPD 




SGTEFISLTR 


PLDSHLEHVD 


FSSLLHCLSF 


EQILQIFASA 


VLERKHFLA 




EGLREEEKDV 


RDSTEVRGAG 


ECHGFQRKGN 


LGKQWGLCVE 


DSVKMGDNQR 




GTSCSTLSQC 


1HAAAALLYP 


FSWAHTYIPV 


VPESLLATVC 


CPTPFMVGVQ 


I 


MRFQQEVMDS 


PMEEIQPQAE 


IKTVNPLGVY 


EERGPEKASL 


CLFQVLLVNL 


I 


CEGTFLMSVG 


DEKDELPPKL 


QDDILDSLGQ 


GINELKTAEQ 


INEHVSGPFV 


t 


QFFVKIVGHY 


ASYIKREANG 


QGHFQERSFC 


KALTSKTNRR 


FVKKFVKTQL 


t 


FSLFIQEAEK 


SKNPPAEVTQ 


VGNSSTCWD 


TWLEAAATAL 


SHHYNIFNTE 


( 


HTLWSKGSAS 


LHEVCGHVRT 


RVKRKELFLY 


VSLAFTMGKS 


IFLVENKAMN 


( 


MTIKWTTSGR 


PGHGDMFGVI 


ESWGAAALLL 


LTGRVRDTGK 


SSSSTGHRAS 


1 


KSLVWSQVCF 


PESWEERLLT 


EGKQLQSRVI 


SEQIDNO:8768 







Multiple analyses were performed using this prediction. First, a pairwise 
comparison of the sequence above and the sequence of FLJ22457, the hypothetical 
protein mentioned above, using BLASTP version 2.1.2 

(http://ncbi.nlm.nih.gov/BLAST/), resulted in a match with an expect value of 0.0. 
The peptide sequence predicted from clone 596H6 was longer and 19% of the region 
of alignment between the two resulted from gaps in hypothetical protein FLJ22457. 
The cause of the discrepancy might be alternative mRNA splicing, alternative post- 
translational processing, or differences in the peptide-predicting algorithms used to 
create the two sequences, but the homology between the two is significant. 

BLASTP and TBLASTN were also used to search for sequence similarities in 
the SWISS-PROT, TrEMBL, GenBank Translated, and PDB databases. Matches to 
several proteins were found, among them a tumor cell suppression protein, HTS1. No 
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matches aligned to the full length of the peptide sequence, however, suggesting that 
similarity is limited to a few regions of the peptide. 

TBLASTN produced matches to several proteins - both identified and 
theoretical - but again, no matches aligned to the full length of the peptide sequence. 
The best alignment was to the same hypothetical protein found in GenBank before 
(FU22457). 

To discover similarities to protein families, comparisons of the domains 
(described above) were carried out using the Pfam and Blocks databases. A search of 
the Pfam database identified two regions of the peptide domains as belonging the 
DENN protein family (e=2.1 x 1(K 33 ). The human DENN protein possesses an RGD 
cellular adhesion motif and a leucine-zipper-like motif associated with protein 
dimerization, and shows partial homology to the receptor binding domain of tumor 
necrosis factor alpha. DENN is virtually identical to MADD, a human MAP kinase- 
activating death domain protein that interacts with type I tumor necrosis factor 
receptor (http://srs.ebi.ac.ul^si^6bin/cgi-bin/wgetz?-id-l-fS5nl GQsHf+- 
e+[IOTERPRO:'IPR001 194']). The search of the Blocks database also revealed 
similarities between regions of the peptide sequence and known protein groups, but 
none with a satisfactory degree of confidence. In the Blocks scoring system, scores 
over 1,100 are likely to be relevant. The highest score of any match to the predicted 
peptide was 1,058. 

The Prosite, PxoDom, PRINTS databases (all publicly available) were used to 
conduct further domain and motif analysis. The Prosite search generated many 
recognized protein domains. A BLASTP search was performed to identify areas of 
similarity between the protein query sequence and PRINTS, a protein database of 
protein fingerprints, groups of motifs that together form a characteristic signature of a 
protein family. In this case, no groups were found to align closely to any section of 
the submitted sequence. The same was true when the ProDom database was searched 
with BLASTP. 

A prediction of protein structure was done by performing a BLAST search of 
the sequence against PDB, a database in which every member has tertiary structure 
information. No significant alignments were found by this method. Secondary and 
super-secondary structure was examined using the Gamier algorithm. Although it is 
only considered to be 60-65% accurate, the algorithm provided information on the 
locations and lengths of alpha-helices, beta-sheets, turns and coils. 
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The antigenicity of the predicted peptide was modeled by graphing 
hydrophilicity vs. amino acid number. This produced a visual representation of trends 
in hydrophilicity along the sequence. Many locations in the sequence showed 
antigenicity and five sites had antigenicity greater than 2. This information can be 
used in the design of affinity reagents to the protein. 

Membrane-spanning regions were predicted by graphing hydrophobicity vs. 
amino acid number. Thirteen regions were found to be somewhat hydrophobic. The 
algorithm TMpred predicted a model with 6 strong transmembrane helices 
(http:/Avww.ch.embnet.org/soflware/ 

TMPRED_form.html). 

NNPSL is a neural network algorithm developed by the Sanger Center. It uses 
amino acid composition and sequence to predict cellular location. For the peptide 
sequence submitted, its first choice was mitochondrial (51.1% expected accuracy). Its 
second choice was cytoplasmic (91.4% expected accuracy). 



Example 6: Further sequence analysis of novel Clone 486E11 
The sequence of clone 486E1 1 is provided below: 



TAAAAGCAGG 


CTGTGCACTA 


GGGACCTAGT 


GACCTTACTA 


GAAAAAACTC 




AAATTCTCTG 


AGCCACAAGT 


CCTCATGGGC 


AAAATGTAGA 


TACCACCACC 


1 


TAACCCTGCC 


AATTTCCTAT 


CATTGTGACT 


ATCAAATTAA 


ACCACAGGCA 


1 


GGAAGTTGCC 


TTGAAAACTT 


TTTATAGTGT 


ATATTACTGT 


TCACATAGAT 




NAGCAATTAA 


CTTTACATAT 


ACCCGTTTTT 


AAAAGATCAG 


TCCTGTGATT 


2 


AAAAGTGTGG 


CTGCCCTAAT 


TCACTTCGAT 


TATACATTAG 


GTTAAAGCCA 


2 


TATAAAAGAG 


GCACTACGTC 


TTCGGAGAGA 


TGAATGGATA 


TTACAAGCAG 


3 


TAATGTTGGC 


TTTGGAATAT 


ACACATAATG 


TCCACTTGAC 


CTCATCTATT 


A 


TGACACAAAA 


TGTAAACTAA 


ATTATGAGCA 


TCATTAGATA 


CCTTGGCCTT 


A 


TTCAAATCAC 


ACAGGGTCCT 


AGATCTNNNN 


NNNNNNNNNN 


NNNNNNNNNN 


< 


NNNNNNNNNN 


NNNNNNNNNN 


NNNNNNNNNN 


NNNNNNNNAC 


TTTGGGATTC 


5 


CTATATCTTT 


GTCAGCTGTC 


AACTTCAGTG 


TTTTCAGGTT 


AAATTCTATC 


e 


CATAGTCATC 


CCAATATACC 


TGCTTTAGAT 


GATACAACCT 


TCAAAAGATC 


6 


CGCTCTTCCT 


CGTAAAAAGT 


GGAG 


SEQIDNO: 8769 







The BLASTN program was used to compare the sequence to the UniGene and 
dbEST databases. No significant alignments were found in either. It was then 
searched against the nr database and only alignments to unnamed genomic DNA 
clones were found. 
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CAP2 was used to cluster a group of unknowns, including clone 486E1 1. The 
sequence for 486E1 1 was found to overlap others. These formed a contig of 1,010 
residues, which is shown below: 



pppapappta 

V^OVJ/-\V_,AO\J 1 A 


PPT A A A APP A 
x AAAAVJ^/Y 


PPPTPTPP A P 
VJVJV-< 1 VJ 1 O^AV_* 


TAPPPAPPTA 
1 AVjvjvjAL/L, 1 A 


f2.Tr* A PfTT A O 

vjI CjACC 1 1 AC 


J 1 


TAHA A A A A Af 
1 AVJAAAAAAv_, 


TP A A ATTPTP 

IwVAAl X\sX V^ 


TPAPPPAPA A 
X vjAvjv^v^AL,AA 


PTPPTP a Tnn 
vj 1 \X, 1 C A 1 vjvj 


ppA A A A TPT A 

tjUAAAAlUlA 


I 1 


VJA 1 Av^v^Al^WY 


PPT A APPPTP 
KA>* 1 AAl^v^v^ x vj 


PP A A TTTPPT 
tLM 111 Cv^ 1 


A TP A TTV^T/^ A 

A1L/A1 IvjICjA 


rvr A TP AAA '1*1* 

U 1 A rC AAATT 


1; 


aaa pp apa pp 


p app a apttp 
UAvjvjAAvjI Ivj 


ppttp a a a ap 
1 1 vjAAAAC 


1111 IAIACjI 


/~**' | ^ A T A ' 1 • 1 • A /VI* 

UiAIAl lACT 


2' 


nTTPAPATAfJ 
VJl lw\v_/Al AVJ 


ATMAPPA ATT 
A1JNAvjv_,AA1 1 


A APTTTAPAT 
AAL1 1 1ACA1 


Al AvAAajI 1 1 


TT A A A A A T/~» 
1 I AAAACj ATC 


2 


a ptpptptp a 

AvJ 1 1U1 VJA 


TT A A A A PTPT 

1 1 AAAAVJ XKsX 


PPPTPPPPT A 
vjvjC 1 VJvA^v^ 1 A 


A TTP A Pl Y rP/Ti 

Al lvvACl IvAj 


A TT A T A P A TT 

Al 1A1ACATT 


3' 


a pptt aaa pp 

AVJVJl lAAAVJV^ 


PAT ATA A A AP 
V^Al Al AAAAVJ 


APPPAPTAPP 
AvjvJv*/ AL 1 Av^Vj 


r rr v T r rr*nn a n a 
1C1 1 Ovjvj A vj A 


PA TP A ATPPA 

vjA 1 uAA 1 CjGA 


3 


TATTAPA APP 
I AX I Av^ AAVJV., 


A PT A A TTTTP 
AVJX AAX I I I VJ 


PPTTTPP A A T 
VJV^ 111 ijvjAA X 


ATAPAPATA A 
A X Av_, A 1 AA 


TPTPP A PTTP 
IvJXCv^AOl Ivj 


4 


APPTPATPTA 
/AA^v> I v_//\ 1 V»/ X A 


TTTPAPAP A A 
XXX VJ AV»/ Av^AA 


A A TPT A A APT 
AA X VJ 1 AAALx X 


A A A TT A TP A P 
AAA1 lAlvjAVj 


P A TP A TT A P A 

LA1L/A1 IAvjA 


4 


T A PPTTOfrflP 


PTTTTP A A AT 

Li 1 1 1 V^ AAA X 


PAPAPAPPPT 


PPTAPATPTP 
VxV^ 1 AvJAl V> 1 VJ 


IN IN JN JN JN JN JN JN N JN 




IN IN IN IN IN IN IN IN IN JN 


IN IN IN IN IN IN XN IN IN IN 


JIN IN IN IN 1N1N IN IN IN IN 


INlNiNlNlNlN IN IN IN IN 


IN IN IN JN IN JN JN JN IN IN 






TPTT AT A TPT 


TTPTP A OPTO 

X X VJ X V>^/\VJV^ X VJ 


TPA APTTPAP 
1 LAAL X I V^AVJ 


T PTTTTP A PP 
1 VJ 1 1 1 1 \s AVJVJ 


0 


VTT AAA TTPT A 


1CCAI AuiCA 


Tv-i/~t/-\ A AT ATA 

1CCCAA1A1A 


CCTGCll TAG 


A T'/O A T' A ^1 AAA 

ATGATACAAA 


6 


CTTCAAAAGA 


TCCGGCTCTC 


CCTCGTAAAA 


CGTGGAGGAC 


AGACATCAAG 


7 


GGGGTTTTCT 


GAGTAAAGAA 


AGGCAACCGC 


TCGGCAAAAA 


CTCACCCTGG 


7 


CACAACAGGA 


NCGAATATAT 


ACAGACGCTG 


ATTGAGCGTT 


TTGCTCCATC 


8 


TTCACTTCTG 


TTAAATGAAG 


ACATTGATAT 


ctaaaatgct 


ATGAGTCTAA 


8 


CTTTGTAAAA 


TTAAAATAGA 


TTTGTAGTTA 


TTTTTCAAAA 


TGAAATCGAA 


9 


AAGATACAAG 


T1TTGAAGGC 


AGTCTClill 


TCCACCCTGC 


CCCTCTAGTG 


9 


TCWTITACAC 


ACTTCTCTGG 


CCACTCCAAC 


agggaagctg 


GTCCAGGGCC 


1 


ATTATACAGG 


SEQ ID NO: 8832 











The sequence of the CAP2 contig was used in a BLAST search of the human 
genome. 934 out of 1,010 residues aligned to a region of chromosome 21. A gap of 
61 residues divided the aligned region into two smaller fragments. The sequence of 
this region, plus 100 kilobases on each side of it, was downloaded and analyzed using 
the Genscan site at MIT (http://genes.iiiit.edu/GENSCAN.html), with the following 
settings: 

Organism: vertebrate 

Suboptimal exon cutoff: 1.00 (no suboptimal exons) 
Print options: Predicted CDS and peptides 
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The fragment was found to fall within one of several predicted genes in the 
chromosome region. The bases corresponding to the predicted gene, including its 
predicted introns, were saved as a separate file and used to search GenBank again 
with BLASTN to find any ESTs or UniGene clusters identified by portions of the 
sequence not included in the original unknown fragment. The nr database contained 
no significant matches. At least 100 significant matches to various parts of the 
predicted gene were found in the dbEST database, but all of them were to unnamed 
cDNA clones. Comparison to UniGene produced fewer significant matches, but all 
matches were to unnamed cDNAs. 

The peptide sequence predicted by Genscan was also saved. Multiple types of 
analyses were performed on it using the resources mentioned in Table 3. BLASTP 
and TBLASTN were used to search the TrEMBL protein database 
(http://www.expasy.ch/sprot/) and the GenBank nr database 
(http://www.ncbi.nlm.hih.gov/BLAST/), which includes data from the SwissProt, 
PER, PRF, and PDB databases. No significant matches were found in any of these, so 
no gene identity or tertiary structure was discovered. 

The peptide sequence was also searched for similarity to known domains and 
motifs using BLASTP with the Prosite, Blocks, Pfam, and ProDom databases. The 
searches produced no significant alignments to known domains. BLASTP 
comparison to the PRINTS database produced an alignment to the P450 protein 
family, but with a low probability of accuracy (e=6.9). 

Two methods were used to predict secondary structure - the 
Garnier/Osguthorpe/Robson model and the Chou-Fasman model. The two methods 
differed somewhat in their results, but both produced representations of the peptide 
sequence with helical and sheet regions and locations of turns. 

Antigenicity was plotted as a graph with amino acid number in the sequence 
on the x-axis and hydrophilicity on the y-axis. Several areas of antigenicity were 
observed, but only one with antigenicity greater than 2. Hydrophobicity was plotted 
in the same way. Only one region, from approximately residue 135 to residue 150, 
had notable hydrophobicity. TMpred, accessed through ExPASy, was used to predict 
transmembrane helices. No regions of the peptide sequence were predicted with 
reasonable confidence to be membrane-spanning helices. 
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NNPSL predicted that the putative protein would be found either in the 
nucleus (expected prediction accuracy = 51.1%) or secreted from the cell (expected 
prediction accuracy = 91 .4%). 

Example 7: Preparation of a leukocyte cDNA array comprising a candidate gene 
library 

Candidate genes and gene sequences for leukocyte expression profiling were 
identified through methods described elsewhere in this document. Candidate genes 
are used to obtain or design probes for peripheral leukocyte expression profiling in a 
variety of ways. 

A cDNA microarray cairying 384 probes was constructed using sequences 
selected from the cDNA libraries described in example 1. cDNAs were selected from 
T-cell libraries, PBMC libraries and buffy coat libraries. A listing of the cDNA 
fragments used is given in Table 8. 

96-WellPCR 

Plasmids were isolated in 96-well format and PCR was performed in 96-well 
format. A master mix was made that contain the reaction buffer, dNTPs, forward and 
reverse primer and DNA polymerase was made. 99 ul of the master mix was 
aliquoted into 96-well plate. 1 ul of plasmid (1-2 ng/ul) of plasmid was added to the 
plate. The final reaction concentration was 10 mM Tris pH 8.3, 3.5 mM MgCl2, 25 
mM KC1, 0.4 mM dNTPs, 0.4 uM M13 forward primer, 0.4 M13 reverse primer, and 
10 U of Taq Gold (Applied Biosystems). The PCR conditions were: 

Step 1 95C for 10 min 

Step 2 95C for 15 sec 

Step 3 56C for 30 sec 

Step 4 72C for 2 min 15 seconds 

Step 5 go to Step 2 39 times 

Step 6 72C for 1 0 minutes 

Step 7 4C for ever. 

PCR Purification 

PCR purification was done in a 96-well format. The Arraylt (Telechem 
International, Inc.) PCR purification kit was used and the provided protocol was 
followed without modification. Before the sample was evaporated to dryness, the 
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concentration of PCR products was determined using a spectrophotometer. After 
evaporation, the samples were re-suspended in Ix Micro Spotting Solution (Arraylt) 
so that the majority of the samples were between 0.2-1.0 ug/ul. 

Array Fabrication 

Spotted cDNA microarrays were then made from these PCR products by 
Arraylt using their protocols (http://anrayit.com/Custom_lVQcroarraysMex-Chips/flex- 
chips.html). Each fragment was spotted 3 times onto each array. 

Candidate genes and gene sequences for leukocyte expression profiling were 
identified through methods described elsewhere in this document. Those candidate 
genes are used for peripheral leukocyte expression profiling. The candidate libraries 
can used to obtain or design probes for expression profiling in a variety of ways. 

Oligonucleotide probes are also prepared using the DNA sequence 
information for the candidate genes identified by differential hybridization screening 
(listed in Table 3 and the sequence listing) and/or the sequence information for the 
genes identified by database mining (listed in Table 2) is used to design 
complimentary oligonucleotide probes. Oligo probes are designed on a contract basis 
by various companies (for example, Compugen, Mergen, Affymetrix, Telechem), or 
designed from the candidate sequences using a variety of parameters and algorithms 
as indicated at http://www.genome.wi.mit.edu/cgi-bin/primer/primer3.cgi. Briefly, 
the length of the oligonucleotide to be synthesized is determined, preferably greater 
than 18 nucleotides, generally 18-24 nucleotides, 24-70 nucleotides and, in some 
circumstances, more than 70 nucleotides. The sequence analysis algorithms and tools 
described above are applied to the sequences to mask repetitive elements, vector 
sequences and low complexity sequences. Oligonucleotides are selected that are 
specific to the candidate nucleotide sequence (based on a Blast n search of the 
oligonucleotide sequence in question against gene sequences databases, such as the 
Human Genome Sequence, UniGene, dbEST or the non-redundant database at NCBI), 
and have <50% G content and 25-70% G-f C content. Desired oligonucleotides are 
synthesized using well-known methods and apparatus, or ordered from a company 
(for example Sigma). Oligonucleotides are spotted onto microarrays. Alternatively, 
oligonucleotides are synthesized directly on the array surface, using a variety of 
techniques (Hughes et al. 2001, Yershov et al. 1996, Lockhart et al 1996). 
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Example 8: Preparation ofRNA from mononuclear cells for expression profiling 
Blood was isolated from the subject for leukocyte expression profiling using 
the following methods: 

Two tubes were drawn per patient. Blood was drawn from either a standard 
peripheral venous blood draw or directly from a large-bore intra-arterial or 
intravenous catheter inserted in the femoral artery, femoral vein, subclavian vein or 
internal jugular vein. Care was taken to avoid sample contamination with heparin 
from the intravascular catheters, as heparin can interfere with subsequent RNA 
reactions. 

For each tube, 8 ml of whole blood was drawn into a tube (CPT, Becton- 
Dickinson order #362753) containing the anticoagulant Citrate, 25°C density gradient 
solution (e.g. Ficoll, Percoll) and a polyester gel barrier that upon centrifugation was 
permeable to RBCs and granulocytes but not to mononuclear cells. The tube was 
inverted several times to mix the blood with the anticoagulant. The tubes were 
centrifuged at 1750xg in a swing-out rotor at room temperature for 20 minutes. The 
tubes were removed from the centrifuge and inverted 5-10 times to mix the plasma 
with the mononuclear cells, while trapping the RBCs and the granulocytes beneath the 
gel barrier. The plasma/mononuclear cell mix was decanted into a 15ml tube and 5ml 
of phosphate-buffered saline (PBS) is added. The 15ml tubes were spun for 5 minutes 
at 1750xg to pellet the cells. The supernatant was discarded and 1.8 ml of RLT lysis 
buffer is added to the mononuclear cell pellet. The buffer and cells were pipetted up 
and down to ensure complete lysis of the pellet The cell lysate was frozen and stored 
until it is convenient to proceed with isolation of total RNA. 

Total RNA was purified from the lysed mononuclear cells using the Qiagen 
Rneasy Miniprep kit, as directed by the manufacturer (10/99 version) for total RNA 
isolation, including homogenization (Qiashredder columns) and on-column DNase 
treatment. The purified RNA was eluted in 50ul of water. The further use of RNA 
prepared by this method is described in Example 1 1, 24, and 23. 

Some samples were prepared by a different protocol, as follows: 

Two 8 ml blood samples were drawn from a peripheral vein into a tube (CPT, 
Becton-Dickinson order #362753) containing anticoagulant (Citrate), 25°C density 
gradient solution (Ficoll) and a polyester gel barrier that upon centrifugation is 
permeable to RBCs and granulocytes but not to mononuclear cells. The mononuclear 
cells and plasma remained above the barrier while the RBCs and granulocytes were 
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trapped below. The tube was inverted several times to mix the blood with the 
anticoagulant, and the tubes were subjected to centrifiigation at 1750xg in a swing-out 
rotor at room temperature for 20 min. The tubes were removed from the centrifuge, 
and the clear plasma layer above the cloudy mononuclear cell layer was aspirated and 
discarded. The cloudy mononuclear cell layer was aspirated, with care taken to rinse 
all of the mononuclear cells from the surface of the gel barrier with PBS (phosphate 
buffered saline). Approximately 2 mis of mononuclear cell suspension was 
transferred to a 2ml microcentrifuge tube, and centrifuged for 3min. at 16,000 rpm in 
a microcentrifuge to pellet the cells. The supernatant was discarded and 1.8 ml of 
RLT lysis buffer (Qiagen) were added to the mononuclear cell pellet, which lysed the 
cells and inactivated Rnases. The cells and lysis buffer were pipetted up and down to 
ensure complete lysis of the pellet. Cell lysate was frozen and stored until it was 
convenient to proceed with isolation of total RNA. 

RNA samples were isolated from 8 mL of whole blood. Yields ranged from 2 
ug to 20ug total RNA for 8mL blood. A260/A280 spectrophotometric ratios were 
between 1 .6 and 2.0, indicating purity of sample. 2ul of each sample were run on an 
agarose gel in the presence of ethidium bromide. No degradation of the RNA sample 
and no DNA contamination was visible. 

Example 9: Preparation ofBuffy Coat Control RNA for use in leukocyte 
expression profiling 

Control RNA was prepared using total RNA from Buffy coats and/or total 
RNA from enriched mononuclear cells isolated from Buffy coats, both with and 
without stimulation with ionomycin and PMA. The following control RNAs were 
prepared: 

Control 1 : Buffy Coat Total RNA 

Control 2: Mononuclear cell Total RNA 

Control 3: Stimulated buffy coat Total RNA 

Control 4: Stimulated mononuclear Total RNA 

Control 5: 50% Buffy coat Total RNA / 50% Stimulated buffy coat Total 

RNA 

Control 6: 50% Mononuclear cell Total RNA / 50% Stimulated Mononuclear 
Total RNA 
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Some samples were prepared using the following protocol: Buffy coats from 
38 individuals were obtained from Stanford Blood Center. Each buffy coat is derived 
from -350 mL whole blood from one individual. 10 ml bufiy coat was removed from 
the bag, and placed into a 50 ml tube. 40 ml of Buffer EL (Qiagen) was added, the 
tube was mixed and placed on ice for 15 minutes, then cells were pelleted by 
centrifugation at 2000xg for 10 minutes at 4°C. The supernatant was decanted and 
the cell pellet was re-suspended in 10 ml of Qiagen Buffer EL. The tube was then 
centrifuged at 2000xg for 10 minutes at 4°C. The cell pellet was then re-suspended in 
20 ml TRIZOL (GibcoBRL) per Buffy coat sample, the mixture was shredded using a 
rotary homogenizer, and the lysate was then frozen at -80°C prior to proceeding to 
RNA isolation. 

Other control RNAs were prepared from enriched mononuclear cells prepared 
from Buffy coats. Buffy coats from Stanford Blood Center were obtained, as 
described above. 10 ml buffy coat was added to a 50 ml polypropylene tube, and 10 
ml of phosphate buffer saline (PBS) was added to each tube. A polysucrose (5.7 
g/dL) and sodium diatrizoate (9.0 g/dL) solution at a 1.077 +/-0.0001 g/ml density 
solution of equal volume to diluted sample was prepared (Histopaque 1077, Sigma 
cat. no 1077-1). This and all subsequent steps were performed at room temperature. 
15 ml of diluted bufiy coat/PBS was layered on top of 15 ml of the histopaque 
solution in a 50 ml tube. The tube was centrifuged at 400xg for 30 minutes at room 
temperature. After centrifugation, the upper layer of the solution to within 0.5 cm of 
the opaque interface containing the mononuclear cells was discarded. The opaque 
interface was transferred into a clean centrifuge tube. An equal volume of PBS was 
added to each tube and centrifuged at 350xg for 10 minutes at room temperature. The 
supernatant was discarded. 5 ml of Buffer EL (Qiagen) was used to resuspend the 
remaining cell pellet and the tube was centrifuged at 2000xg for 10 minutes at room 
temperature. The supernatant was discarded. The pellet was resuspended in 20 ml of 
TRIZOL (GibcoBRL) for each individual bufiy coat that was processed. The sample 
was homogenized using a rotary homogenizer and frozen at -80C until RNA was 
isolated. 

RNA was isolated from frozen lysed Buffy coat samples as follows: frozen 
samples were thawed, and 4 ml of chloroform was added to each bufiy coat sample. 
The sample was mixed by vortexing and centrifuged at 2000xg for 5 minutes. The 
aqueous layer was moved to new tube and then repurified by using the RNeasy Maxi 
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RNA clean up kit, according to the manufacturer's instruction (Qiagen, PN 75162). 
The yield, purity and integrity were assessed by spectrophotometer and gel 
electrophoresis. 

Some samples were prepared by a different protocol, as follows. The further 
use of RNA prepared using this protocol is described in Example 11. 

50 whole blood samples were randomly selected from consented blood donors 
at the Stanford Medical School Blood Center. Each buffy coat sample was produced 
from -350 mL of an individual's donated blood. The whole blood sample was 
centrifuged at -4,400 x g for 8 minutes at room temperature, resulting in three distinct 
layers: a top layer of plasma, a second layer of buffy coat, and a third layer of red 
blood cells. 25 ml of the buffy coat fraction was obtained and diluted with an equal 
volume of PBS (phosphate buffered saline). 30 ml of diluted buffy coat was layered 
onto 15 ml of sodium diatrizoate solution adjusted to a density of 1.077+/-0.001 g/ml 
(Histopaque 1077, Sigma) in a 50mL plastic tube. The tube was spun at 800 g for 10 
minutes at room temperature. The plasma layer was removed to the 30 ml mark on 
the tube, and the mononuclear cell layer removed into a new tube and washed with an 
equal volume of PBS, and collected by centrifugation at 2000 g for 10 minutes at 
room temperature. The cell pellet was resuspended in 10 ml of Buffer EL (Qiagen) 
by vortexing and incubated on ice for 10 minutes to remove any remaining 
erthythrocytes. The mononuclear cells were spun at 2000 g for 10 minutes at 4 
degrees Celsius. The cell pellet was lysed in 25 ml of a phenol/guanidinium 
thiocyanate solution (TRIZOL Reagent, Invitrogen). The sample was homogenized 
using a PowerGene 5 rotary homogenizer (Fisher Scientific) and Omini disposable 
generator probes (Fisher Scientific). The Trizol lysate was frozen at -80 degrees C 
until the next step. 

The samples were thawed out and incubated at room temperature for 5 
minutes. 5 ml chloroform was added to each sample, mixed by vortexing, and 
incubated at room temperature for 3 minutes. The aqueous layers were transferred to 
new 50 ml tubes. The aqueous layer containing total RNA was further purified using 
the Qiagen RNeasy Maxi kit (PN 75162), per the manufacturer's protocol (October 
1999). The columns were eluted twice with 1 ml Rnase-free water, with a minute 
incubation before each spin. Quantity and quality of RNA was assessed using 
standard methods. Generally, RNA was isolated from batches of 10 buffy coats at a 
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time, with an average yield per buffy coat of 870 |ig, and an estimated total yield of 
43.5 mg total RNA with a 260/280 ratio of 1.56 and a 28S/18S ratio of 1.78. 

Quality of the RNA was tested using the Agilent 2100 Bioanalyzer using RNA 
6000 microfluidics chips. Analysis of the electrophorgrams from the Bioanalyzer for 
five different batches demonstrated the reproducibility in quality between the batches. 

Total RNA from all five batches were combined and mixed in a 50 ml tube, 
then aliquoted as follows: 2 x 10 ml aliquots in 15 ml tubes, and the rest in 100 \i\ 
aliquots in 1.5 ml microcentrifuge tubes. The aliquots gave highly reproducible 
results with respect to RNA purity, size and integrity. The RNA was stored at -80°C. 

Test hybridization of Reference RNA 

The reference RNA (hereinafter, "R50") was hybridized to a spotted cDNA 
anay (prepared as described in Example 10). There are a total of 1 152 features on the 
array: 384 clones printed in triplicate. The R50 targets were fluorescently labeled 
with Cy-5 using methods described herein. In five array hybridizations, the reference 
RNA detected 94% of probes on the array with a Signal to Noise ratio of greater than 
three. 99% of probes on the array were detected with a signal to noise ratio of greater 
than one. Figure 8 shows one array hybridization. The probes are ordered from high 
to low in signal to noise ratio, and the log of median and the log of the background 
were plotted for each probe. 

Example 10. RNA Labeling and hybridization to a leukocyte cDNA array of 
candidate nucleotide sequences. 

Comparison of Guanine-Silica to Acid-Phenol RNA Purification (GSvsAP) 
These data are from a set of 12 hybridizations designed to identify differences 
between the signal strength from two different RNA purification methods. The two 
RNA methods used were guanidine-silica (GS, Qiagen) and acid-phenol (AP, Trizol, 
Gibco BRL). Ten tubes of blood were drawn from each of four people. Two were 
used for the AP prep, the other eight were used for the GS prep. The protocols for the 
leukocyte RNA preps using the AP and GS techniques were completed as described 
here: 

Guanidine-silica (GS) method: 

For each tube, 8ml blood was drawn into a tube containing the anticoagulant 
Citrate, 25°C density gradient solution and a polyester gel barrier that upon 
centrifiigation is permeable to RBCs and granulocytes but not to mononuclear cells. 
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The mononuclear cells and plasma remained above the barrier while the RBCs and 
granulocytes were trapped below. CPT tubes from Becton-Dickinson (#362753) were 
used for this purpose. The tube was inverted several times to mix the blood with the 
anticoagulant. The tubes were immediately centrifuged @1750xg in a swinging 
bucket rotor at room temperature for 20 min. The tubes were removed from the 
centrifuge and inverted 5-10 times. This mixed the plasma with the mononuclear 
ceils, while the RBCs and the granulocytes remained trapped beneath the gel barrier. 
The plasma/mononuclear cell mix was decanted into a 15ml tube and 5ml of 
phosphate-buffered saline (PBS) was added. The 15ml tubes are spun for 5 minutes 
at 1750xg to pellet the cells. The supernatant was discarded and 1 .8 ml of RLT lysis 
buffer (guanidine isothyocyanate) was added to the mononuclear cell pellet. The 
buffer and cells were pipetted up and down to ensure complete lysis of the pellet. The 
cell lysate was then processed exactly as described in the Qiagen Rneasy Miniprep kit 
protocol (10/99 version) for total RNA isolation (including steps for homogenization 
(Qiashredder columns) and on-column DNase treatment. The purified RNA was 
eluted in 50ul of water. 

Acid-phenol (AP) method: 

For each tube, 8ml blood was drawn into a tube containing the anticoagulant 
Citrate, 25°C density gradient solution and a polyester gel barrier that upon 
centrifugation is permeable to RBCs and granulocytes but not to mononuclear cells. 
The mononuclear cells and plasma remained above the barrier while the RBCs and 
granulocytes were trapped below. CPT tubes from Becton-Dickinson (#362753) were 
used for this purpose. The tube was inverted several times to mix the blood with the 
anticoagulant. The tubes were immediately centrifuged @1750xg in a swinging 
bucket rotor at room temperature for 20 min. The tubes were removed from the 
centrifuge and inverted 5-10 times. This mixed the plasma with the mononuclear 
cells, while the RBCs and the granulocytes remained trapped beneath the gel barrier. 
The plasma/mononuclear cell mix was decanted into a 15ml tube and 5ml of 
phosphate-buffered saline (PBS) was added. The 15ml tubes are spun for 5 minutes 
@1750xg to pellet the cells. The supernatant was discarded and the cell pellet was 
lysed using 0.6 mL Phenol/guanidine isothyocyanate (e.g. Trizol reagent, GibcoBRL). 
Subsequent total RNA isolation proceeded using the manufacturers protocol. 
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RNA from each person was labeled with either Cy3 or Cy5, and then 
hybridized in pairs to the mini-array. For instance, the first array was hybridized with 
GS RNA from one person (Cy3) and GS RNA from a second person (Cy5). 

Techniques for labeling and hybridization for all experiments discussed here 
were completed as detailed above in example 10. Arrays were prepared as described 
in example 7. 

RNA isolated from subject samples, or control Buffy coat RNA, were labeled 
for hybridization to a cDNA array. Total RNA (up to 100 was : combined with 2 
^1 of 100 \M solution of an Oligo (dT)12-18 (GibcoBRL) and heated to 70°C for 10 
minutes and place on ice. Reaction buffer was added to the tube, to a final 
concentration of lxRT buffer (GibcoBRL), 10 mM DTT (GibcoBRL), 0.1 mM 
unlabeled dATP, dTTP, and dGTP, and 0.025 mM unlabeled dCTP, 200 pg of CAB 
(A. thaliana photosystem I chlorophyll aft binding protein), 200 pg of RCA (A. 
thaliana RUBISCO activase), 0.25 mM of Cy-3 or Cy-5 dCTP, and 400 U Superscript 
II RT (GibcoBRL). 

The volumes of each component of the labeling reaction were as follows: 20 
1^1 of 5xRT buffer; 10 fxl of 100 mM DTT; 1 fil of 10 mM dNTPs without dCTP; 0.5 
Hi of 5 mM CTP; 13 ^1 of H20; 0.02 \i\ of 10 ng/^1 CAB and RCA; 1 \x\ of 40 
Units/jxl RNAseOUT Recombinant Ribonuclease Inhibitor (GibcoBRL); 2.5 |il of 1.0 
mM Cy-3 or Cy-5 dCTP; and 2.0 jil of 200 Units/pl of Superscript II RT. The sample 
was vortexed and centrifuged. The sample was incubated at 4°C for 1 hour for first 
strand cDNA synthesis, then heated at 70°C for 10 minutes to quench enzymatic 
activity. 1 |il of 1 0 mg/ml of Rnase A was added to degrade the RNA strand, and the 
sample was incubated at 37°C for 30 minutes. 

Next, the Cy-3 and Cy-5 cDNA samples were combined into one tube. 
Unincorporated nucleotides were removed using QIAquick RCR purification protocol 
(Qiagen), as directed by the manufacturer. The sample was evaporated to dryness and 
resuspended in 5 ^1 of water. The sample was mixed with hybridization buffer 
containing 5xSSC, 0.2% SDS, 2 mg/ml CoM DNA (GibcoBRL), 1 mg/ml yeast 
tRNA (GibcoBRL), and 1 .6 ng/^1 poly dA40-60 (Pharmacia). This mixture was 
placed on the microarray surface and a glass cover slip was placed on the array 
(Corning). The microarray glass slide was placed into a hybridization chamber 
(Arrraylt). The chamber was then submerged in a water bath overnight at 62° C. The 
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microarray was removed from the cassette and the cover slip was removed by 
repeatedly submerging it to a wash buffer containing lxSSC, and 0.1% SDS. The 
microarray slide was washed in lxSSC/0.1% SDS for 5 minutes. The slide was then 
washed in 0. 1 %SSC/0. 1 % SDS for 5 minutes. The slide was finally washed in 
O.lxSSC for 2 minutes. The slide was spun at 1000 rpm for 2 minutes to dry out the 
slide, then scanned on a microarray scanner (Axon Instruments, Union City, CA.). 

Six hybridizations with 20 jag of RNA were performed for each type of RNA 
preparation (GS or AP). Since both the Cy3 and the Cy5 labeled RNA are from test 
preparations, there are six data points for each GS prepped, Cy3-labeled RNA and six 
for each GS-prepped, Cy5-labeled RNA. The mini array hybridizations were scanned 
on and Axon Instruments scanner using GenPix 3.0 software. The data presented 
were derived as follows. First, all features flagged as "not found" by the software 
were removed from the dataset for individual hybridizations. These features are 
usually due to high local background or other processing artifacts. Second, the 
median fluorescence intensity minus the background fluorescence intensity was used 
to calculate the mean background subtracted signal for each dye for each 
hybridization. In Figure 4, the mean of these means across all six hybridizations is 
graphed (n=6 for each column). The error bars are the SEM. This experiment shows 
that the average signal from AP prepared RNA is 47% of the average signal from GS 
prepared RNA for both Cy3 and Cy5. 

Generation of expression data for leukocyte genes from peripheral leukocyte 
samples 

Six hybridizations were performed with RNA purified from human blood 
leukocytes using the protocols given above. Four of the six were prepared using the 
GS method and 2 were prepared using the AP method. Each preparation of leukocyte 
RNA was labeled with Cy3 and 10 ng hybridized to the mini-array. A control RNA 
was batch labeled with Cy5 and 10 p.g hybridized to each mini-array together with the 
Cy3-labeled experimental RNA. 

The control RNA used for these experiments was Control 1 : Bufly Coat 
RNA, as described above. The protocol for the preparation of that RNA is reproduced 
here: 

Buffv Coat RNA Isolation: 

Buffy coats were obtained from Stanford Blood Center (in total 38 individual 
buffy coats were used. Each buffy coat is derived from -350 mL whole blood from 
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one individual. 10 ml buffy coat was taken and placed into a 50 ml tube and 40 ml of 
a hypoclorous acid (HOC1) solution (Buffer EL from Qiagen) was added The tube 
was mixed and placed on ice for 1 5 minutes. The tube was then centrifuged at 
2000xg for 1 0 minutes at 4°C. The supernatant was decanted and the cell pellet was 
re-suspended in 10 ml of hypochlorous acid solution (Qiagen Buffer EL). The tube 
was then centrifuged at 2000xg for 10 minutes at 4°C. The cell pellet was then re- 
suspended in 20 ml phenol/guanidine thiocyanate solution ( TRIZOL from 
GibcoBRL) for each individual buffy coat that was processed. The mixture was then 
shredded using a rotary homogenizes The lysate was then frozen at -80°C prior to 
proceeding to RNA isolation. 

The arrays were then scanned and analyzed on an Axon Instruments scanner 
using GenePix 3.0 software. The data presented were derived as follows. First, all 
features flagged as "not found" by the software were removed from the dataset for . 
individual hybridizations. Second, control features were used to normalize the data 
for labeling and hybridization variability within the experiment. The control features 
are cDNA for genes from the plant, Arabidopsis thaliana, that were included when 
spotting the mini-array. Equal amounts of RNA complementary to two of these 
cDNAs were added to each of the samples before they were labeled. A third was pre- 
labeled and equal amounts were added to each hybridization solution before 
hybridization. Using the signal from these genes, we derived a normalization constant 
(Zy) according to the following formula: 

L N 

J N 

V'jM 

£ ■ N 
K 

where BGSSj is the signal for a specific feature as identified in the GenePix software 
as the median background subtracted signal for that feature, N is the number of A. 
thaliana control features, K is the number of hybridizations, and L is the 
normalization constant for each individual hybridization. 
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Using the formula above, the mean over all control features of a particular 
hybridization and dye (eg Cy3) was calculated. Then these control feature means for 
all Cy3 hybridizations were averaged. The control feature mean in one hybridization 
divided by the average of all hybridizations gives a normalization constant for that 
particular Cy3 hybridization. 

The same normalization steps were performed for Cy3 and Cy5 values, both 
fluorescence and background. Once normalized, the background Cy3 fluorescence 
was subtracted fiom the Cy3 fluorescence for each feature. Values less than 100 were 
eliminated from further calculations since low values caused spurious results. 

Figure 5 shows the average background subtracted signal for each of nine 
leukocyte-specific genes on the mini array. This average is for 3-6 of the above- 
described hybridizations for each gene. The error bars are the SEM. Figure 3: The 
ratio of Cy3 to Cy5 signal is shown for a number of genes. This ratio corrects for 
variability among hybridizations and allows comparison between experiments done at 
different times. The ratio is calculated as the Cy3 background subtracted signal 
divided by the Cy5 background subtracted signal. Each bar is the average for 3-6 
hybridizations. The error bars are SEM. 

Together, these results show that we can measure expression levels for genes 
that are expressed specifically in sub-populations of leukocytes. These expression 
measurements were made with only 10 pig of leukocyte total RNA that was labeled 
directly by reverse transcription. The signal strength can be increased by improved 
labeling techniques that amplify either the starting RNA or the signal fluorescence. In 
addition, scanning techniques with higher sensitivity can be used. 
Genes in Figures 5 and 6: 



Gene Name/Description 


GenBank 
Accession Number 


Gene Name 
Abbreviation 


T cell-specific tyrosine kinase Mrna 


L10717 


TKTCS 


Interleukin 1 alpha (IL 1) mRNA, complete cds 


NM_000575 


ILIA 


T-cell surface antigen CD2 (Til) mRNA, complete cds 


M14362 


CD2 


Interleukin-13 (IL- 13) precursor gene, complete cds 


U31120 


IL-13 


Thymocyte antigen CD la mRNA, complete cds 


M28825 


CDla 
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CD6 mRNA for T cell glycoprotein CDS 


NM_006725 


CD6 


MHC class II HLA-DQA1 mRNA, complete cds 


U77589 


HLA-DQA1 


Granulocyte colony-stimulating factor 


M28170 


CD19 


Homo sapiens CD69 antigen 


NM_001781 


CD69 



Example 11: Identification of diagnostic gene sets useful in diagnosis and 
treatment of Cardiac allograft rejection 

An observational study was conducted in which a prospective cohort of 
cardiac transplant recipients were analyzed for associations between clinical events or 
rejection grades and expression of a leukocyte candidate nucleotide sequence library. 
Patients were identified at 4 cardiac transplantation centers while on the transplant 
waiting list or during their routing post-transplant care. All adult cardiac transplant 
recipients (new or re-transplants) who received an organ at the study center during the 
study period or within 3 months of the start of the study period were eligible. The 
first year after transplantation is the time when most acute rejection occurs and it is 
thus important to study patients during this period. Patients provided informed 
consent prior to study procedures. 

Peripheral blood leukocyte samples were obtained from all patients at the 
following time points: prior to transplant surgery (when able), the same day as 
routinely scheduled screening biopsies, upon evaluation for suspected acute rejection 
(urgent biopsies), on hospitalization for an acute complication of transplantation or 
immunosuppression, and when Cytomegalovirus (CMV) infection was suspected or 
confirmed. Samples were obtained through a standard peripheral vein blood draw or 
through a catheter placed for patient care (for example, a central venous catheter 
placed for endocardial biopsy). When blood was drawn from a intravenous line, care 
was taken to avoid obtaining heparin with the sample as it can interfere with 
downstream reactions involving the RNA. Mononuclear cells were prepared from 
whole blood samples as described in Example 8. Samples were processed within 2 
hours of the blood draw and DNA and serum were saved in addition to RNA. 
Samples were stored at -70° C or on dry ice and sent to the site of RNA preparation in 
a sealed container with ample dry ice. RNA was isolated from subject samples as 
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described in Example 8 and hybridized to a candidate library of differentially 
expressed leukocyte nucleotide sequences, as further described in Examples 20-22. 
Methods used for amplification, labeling, hybridization and scanning are described in 
example 23. Analysis of human transplant patient mononuclear cell RNA hybridized 
to a microarray is shown in Example 24. 

From each patient, clinical information was obtained at the following time 
points: prior to transplant surgery (when available), the same day as routinely 
scheduled screening biopsies, upon evaluation for suspected acute rejection (e.g., 
urgent biopsies), on hospitalization for an acute complication of transplantation or 
immunosuppression, and when Cytomegalovirus (CMV) infection was suspected or 
confirmed. Data was collected directly from the patient, from the patient's medical 
record, from diagnostic test reports or from computerized hospital databases. It was 
important to collect all information pertaining to the study clinical correlates 
(diagnoses and patient events and states to which expression data is correlated) and 
confounding variables (diagnoses and patient events and states that may result in 
altered leukocyte gene expression. Examples of clinical data collected are: patient 
sex, date of birth, date of transplant, race, requirement for prospective cross match, 
occuixence of pre-transplant diagnoses and complications, indication for 
transplantation, severity and type of heart disease, history of left ventricular assist 
devices, all known medical diagnoses, blood type, HLA type, viral serologies 
(including CMV, Hepatitis B and C, HIV and others), serum chemistries, white and 
red blood cell counts and differentials, CMV infections (clinical manifestations and 
methods of diagnosis), occurrence of new cancer, hemodynamic parameters measured 
by catheterization of the right or left heart (measures of graft function), results of 
echocardiography^ results of coronary angiograms, results of intravascular ultrasound 
studies (diagnosis of transplant vasculopathy), medications, changes in medications, 
treatments for rejection, and medication levels. Information was also collected 
regarding the organ donor, including demographics, blood type, HLA type, results of 
screening cultures, results of viral serologies, primary cause of brain death, the need 
for inotropic support, and the organ cold ischemia time. 

Of great importance was the collection of the results of endocardial biopsy for 
each of the patients at each visit. Biopsy results were all interpreted and recorded 
using the international society for heart and lung transplantation (ISHLT) criteria, 
described below. Biopsy pathological grades were determined by experienced 
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pathologists at each center. It is desirable to have a single centralized pathologist 
determine the grades when an analysis is done using samples from multiple medical 
centers. 



ISHLT Criteria 



Grade 


Finding 


Rejection 

Spvpritv 


0 


No lymphocytic infiltrates 


None 


1 A 


filial ^pcriVctavlUal VI llllClallllal Ijr UAJpilUvj lit, 

infiltrates without necrosis) 


ourucriiiic 
mild 


ITS 


TOiffiiep hut cn$ir<sp lvmnVinrvfic* infiltratp^ without 

* 

necrosis 


Mild 


2 


One focus only with aggressive lymphocytic infiltrate 
and/or myocyte damage 


Mild, focal 
moderate 


3A 


Multifocal aggressive lymphocytic infiltrates and/or 
myocardial damage 


Moderate 


3B 


Diffuse inflammatory lymphocytic infiltrates with 
necrosis 


Borderline 
Severe 


4 


Diffuse aggressive polymorphous lymphocytic 
infiltrates with edema hemorrhage and vasculitis, with 
necrosis 


Severe 



Clinical data was entered and stored in a database. The database was queried 
to identify all patients and patient visits that meet desired criteria (for example, 
patients with > grade II biopsy results, no CMV infection and time since transplant < 
12 weeks). 

The collected clinical data (disease criteria) is used to define patient or sample 

groups for correlation of expression data. Patient groups are identified for 

comparison, for example, a patient group that possesses a useful or interesting clinical 

distinction, versus a patient group that does not possess the distinction. Examples of 

useful and interesting patient distinctions that can be made on the basis of collected 

clinical data are listed here (and further described in Table 2): 

1 . Rejection episode of at least moderate histologic grade, which results 
in treatment of the patient with additional corticosteroids, anti-T cell antibodies, or 
total lymphoid irradiation. 
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2. Rej ection with histologic grade 2 or higher. 

3 . Rej ection with histologic grade <2. 

4. The absence of histologic rejection and normal or unchanged allograft 
function (based on hemodynamic measurements from catheterization or on 
echocardiographic data). 

5 . The presence of severe allograft dysfunction or worsening allograft 
dysfunction during the study period (based on hemodynamic measurements from 
catheterization or on echocardiographic data). 

6. Documented CMV infection by culture, histology, or PCR, and at least 
one clinical sign or symptom of infection. 

7. Specific graft biopsy rejection grades 

8. Rejection of mild to moderate histologic severity prompting 
augmentation of the patient's chronic immunosuppressive regimen 

9. Rejection of mild to moderate severity with allograft dysfunction 
prompting plasmaphoresis or a diagnosis of "humoral" rejection 

1 0. Infections other than CMV, esp. Epstein Barr virus (EB V) 

1 1 . Lymphoproliferative disorder (also called, post-transplant lymphoma) 

1 2. Transplant vasculopathy diagnosed by increased intimal thickness on 
intravascular ultrasound (IVUS), angiography, or acute myocardial infarction. 

1 3 . Graft Failure or Retransplantation 

14. All cause mortality 

Expression profiles of subject samples are examined to discover sets of 
nucleotide sequences with differential expression between patient groups, for 
example, by methods describes above and below. 

Non-limiting examples of patient leukocyte samples to obtain for discovery of 
various diagnostic nucleotide sets are as follows: 



a. Leukocyte set to avoid biopsy or select for biopsy: 
Samples : Grade 0 vs. Grades 1-4 

b. Leukocyte set to monitor therapeutic response: 
Examine successful vs. unsuccessful drug treatment. 

Samples: 

Successful: Time 1: rejection, Time 2: drug therapy Time 3: no 
rejection 

Unsuccessful: Time 1: rejection, Time 2: drug therapy; Time 3: 
rejection 

c. Leukocyte set to predict subsequent acute rejection. 

Biopsy may show no rejection, but the patient may develop rejection 
shortly thereafter. Look at profiles of patients who subsequently do 
and do not develop rejection. 

Samples: 

Group 1 (Subsequent rejection): Time 1: Grade 0; Time 2: Grade>0 
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Group 2 (No subsequent rejection): Time 1: Grade 0, ; Time 2: Grade 0 

Focal rejection may be missed by biopsy. When this occurs the patient 
may have a Grade 0, but actually has rejection. These patients may go 
on to have damage to the graft etc. 

Samples: 

Non-rejectors: no rejection over some period of time 
Rejectors: an episode of rejection over same period 

d. Leukocyte set to diagnose subsequent or current graft failure: 
Samples: 

Echocardiographic or catheterization data to define worsening function 
over time and correlate to profiles. 

e. Leukocyte set to diagnose impending active CMV: 
Samples: 

Look at patients who are CMV IgG positive. Compare patients with 
subsequent (to a sample) clinical CMV infection verses no subsequent 
clinical CMV infection. 

f. Leukocyte set to diagnose current active CMV: 
Samples: 

Analyze patients who are CMV IgG positive. Compare patients with 
active current clinical CMV infection vs. no active current CMV 
infection. 

Upon identification of a nucleotide sequence or set of nucleotide sequences 
that distinguish patient groups with a high degree of accuracy, that nucleotide 
sequence or set of nucleotide sequences is validated, and implemented as a diagnostic 
test. The use of the test depends on the patient groups that are used to discover the 
nucleotide set. For example, if a set of nucleotide sequences is discovered that have 
collective expression behavior that reliably distinguishes patients with no histological 
rejection or graft dysfunction from all others, a diagnostic is developed that is used to 
screen patients for the need for biopsy. Patients identified as having no rejection do 
not need biopsy, while others are subjected to a biopsy to further define the extent of 
disease. In another example, a diagnostic nucleotide set that determines continuing 
graft rejection associated with myocyte necrosis (> grade I) is used to determine that a 
patient is not receiving adequate treatment under the current treatment regimen. After 
increased or altered immunosuppressive therapy, diagnostic profiling is conducted to 
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determine whether continuing graft rejection is progressing. In yet another example, a 
diagnostic nucleotide set(s) that determine a patient's rejection status and diagnose 
cytomegalovirus infection is used to balance immunosuppressive and anti-viral 
therapy. 

Example 12: Identification of diagnostic nucleotide sets for kidney and liver 
allograft rejection 

Diagnostic tests for rejection are identified using patient leukocyte expression 
profiles to identify a molecular signature correlated with rejection of a transplanted 
kidney or liver. Blood, or other leukocyte source, samples are obtained from patients 
undergoing kidney or liver biopsy following liver or kidney transplantation, 
respectively. Such results reveal the histological grade, i.e., the state and severity of 
allograft rejection. Expression profiles are obtained from the samples as described 
above, and the expression profile is correlated with biopsy results. In the case of 
kidney rejection, clinical data is collected corresponding to urine output, level of 
creatine clearance, and level of serum creatine (and other markers of renal function). 
Clinical data collected for monitoring liver transplant rejection includes, biochemical 
characterization of serum markers of liver damage and function such as SGOT, 
SGPT, Alkaline phosphatase, GGT, Bilirubin, Albumin and Prothrombin time. 

Leukocyte nucleotide sequence expression profiles are collected and 
correlated with important clinical states and outcomes in renal or hepatic 
transplantation. Examples of useful clinical correlates are given here: 

1 . Rejection episode of at least moderate histologic grade, which results 
in treatment of the patient with additional corticosteriods, anti-T cell antibodies, or 
total lymphoid irradiation. 

2. The absence of histologic rejection and normal or unchanged allograft 
function (based on tests of renal or liver function listed above). 

3 . The presence of severe allograft dysfunction or worsening allograft 
dysfunction during the study period (based on tests of renal and hepatic function listed 
above). 

4. Documented CMV infection by culture, histology, or PCR, and at least 
one clinical sign or symptom of infection. 

5. Specific graft biopsy rejection grades 

6. Rejection of mild to moderate histologic severity prompting 
augmentation of the patient's chronic immunosuppressive regimen 

7. Infections other than CMV, esp. Epstein Barr virus (EBV) 

8. Lymphoproliferative disorder (also called, post-transplant lymphoma) 

9. Graft Failure or Retransplantation 

1 0. Need for hemodialysis or other renal replacement therapy for renal 
transplant patients. 
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1 1 . Hepatic encephalopathy for liver transplant recipients. 

12. All cause mortality 

Subsets of the candidate library (or of a previously identified diagnostic 
nucleotide set), are identified, according to the above procedures, that have predictive 
and/or diagnostic value for kidney or liver allograft rejection. 

Example 13: Identification of diagnostic nucleotide sequences sets for use in the 
diagnosis, prognosis, risk stratification, and treatment of Atherosclerosis, Stable 
Angina Pectoris, and acute coronary syndrome. 

Prediction of complications of atherosclerosis: angina pectoris. 

Over 50 million in the US have atherosclerotic coronary artery disease (CAD). 
Almost all adults have some atherosclerosis. The most important question is who will 
develop complications of atherosclerosis. Patients with angiographically-confirmed 
atherosclerosis are enrolled in a study, and followed over time. Leukocyte expression 
profiles are taken at the beginning of the study, and routinely thereafter. Some 
patients develop angina and others do not. Expression profiles are correlated with 
development of angina, and subsets of the candidate library (or a previously identified 
diagnostic nucleotide set) are identified, according to the above procedures, that have 
predictive and/or diagnostic value for angina pectoris. 

Alternatively, patients are followed by serial angiography. Profiles are 
collected at the first angiography, and at a repeat angiography at some future time (for 
example, after 1 year). Expression profiles are correlated with progression of disease, 
jneasured, for example, by decrease in vessel lumen diameter. Subsets of the 
candidate library (or a previously identified diagnostic nucleotide set) are identified, 
according to the above procedures, that have predictive and/or diagnostic value for 
progression of atherosclerosis . 

Prediction and/or diagnosis of acute coronary syndrome 

The main cause of death due to coronary atherosclerosis is the occurrence of 
acute coronary syndromes: myocardial infarction and unstable angina. Patients with 
at a very high risk of acute coronary syndrome (e.g., patients with a history of acute 
coronary syndrome, patients with atherosclerosis, patients with multiple traditional 
risk factors, clotting disorders or lupus) are enrolled in a prospective study. 
Leukocyte expression profiles are taken at the beginning of the study period and 
patients are monitored for the occurrence of unstable angina and/or myocardial 
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infarction. Standard criteria for the occurrence of an event are used (serum enzyme 
elevation, EKG, nuclear imaging or other), and the occurrence of these events can be 
collected from the patient, the patient's physician, the medical record or medical 
database. Expression profiles (taken at the beginning of the study) are correlated with 
the occurrence of an acute event. Subsets of the candidate library (or a previously 
identified diagnostic nucleotide set) are identified, according to the above procedures, 
that have predictive value for occurrence of an acute event. 

In addition, expression profiles (taken at the time that an acute event occurs) 
are correlated with the occurrence of an acute event. Subsets of the candidate library 
(or a previously identified diagnostic nucleotide set) are identified, according to the 
above procedures, that have diagnostic value for occurrence of an acute event. 

Risk stratification: occurrence of coronary artery disease 

The established and classic risks for the occurrence of coronary artery disease 
and complications of that disease are: cigarette smoking, diabetes, hypertension, 
hyperlipidemia and a family history of early atherosclerosis. Obesity, sedentary 
lifestyle, syndrome X, cocaine use, chronic hemodialysis and renal disease, radiation 
exposure, endothelial dysfunction, elevated plasma homocysteine, elevated plasma 
lipoprotein a, and elevated CRP. Infection with CMV and chlamydia infection are 
less well established, controversial or putative risk factors for the disease. These risk 
factors can be assessed or measured in a population. 

Leukocyte expression profiles are measured in a population possessing risk 
factors for the occurrence of coronary artery disease. Expression profiles are 
correlated with the presence of one or more risk factors (that may correlate with future 
development of disease and complications). Subsets of the candidate library (or a 
previously identified diagnostic nucleotide set) are identified, according to the above 
procedures, that have predictive value for the development of coronary artery disease. 

Additional examples of useful correlation groups in cardiology include: 

1 .Samples from patients with a high risk factor burden (e.g., smoking, 
diabetes, high cholesterol, hypertension, family history) versus samples from those 
same patients at different times with fewer risks, or versus samples from different 
patients with fewer or different risks. 
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2.Samples from patients during an episode of unstable angina or 
myocardial infarction versus paired samples from those same patients before the 
episode or after recovery, or from different patients without these diagnoses. 

3. Samples from patients (with or without documented atherosclerosis) 
who subsequently develop clinical manifestations of atherosclerosis such as stable 
angina, unstable angina, myocardial infarction, or stroke ,versus samples from 
patients (with or without atherosclerosis) who do not develop these manifestations 
over the same time period. 

4.Samples from patients who subsequently respond to a given 
medication or treatment regimen versus samples from those same or different patients 
who subsequently do not respond to a given medication or treatment regimen. 

Example 14: Identification of diagnostic nucleotide sets for use in diagnosing 
and treating Restenosis 

Restenosis is the re-narrowing of a coronary artery after an angioplasty. 
Patients are identified who are about to, or have recently undergone angioplasty. 
Leukocyte expression profiles are measured before the angioplasty, and at 1 day and 
1-2 weeks after angioplasty or stent placement. Patients have a follow-up angiogram 
at 3 months and/or are followed for the occurrence of clinical restenosis, e.g., chest 
pain due to re-narrowing of the artery, that is confirmed by angiography. Expression 
profiles are compared between patients with and without restenosis, and candidate 
nucleotide profiles are correlated with the occurrence of restenosis. Subsets of the 
candidate library (or a previously identified diagnostic nucleotide set) are identified, 
according to the above procedures, that have predictive value for the development of 
restenosis. 

Example 15: Identification of diagnostic nucleotide sets for use in monitoring 
treatment and/or progression of Congestive Heart Failure 
CHF effects greater than 5 million individuals in the US and the prevalence of 
this disorder is growing as the population ages. The disease is chronic and 
debilitating. Medical expenditures are huge due to the costs of drug treatments, 
echocardiograms and other tests, frequent hospitalization and cardiac transplantation. 
The primary causes of CHF are coronary artery disease, hypertension and idiopathic 
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cardiomyopathy. Congestive heart failure is the number one indication for heart 
transplantation. 

There is ample recent evidence that congestive heart failure is associated with 
systemic inflammation. A leukocyte test with the ability to determine the rate of 
progression and the adequacy of therapy is of great interest. Patients with severe CHF 
are identified, e.g. in a CHF clinic, an inpatient service, or a CHF study or registry 
(such as the cardiac transplant waiting list/registry). Expression profiles are taken at 
the beginning of the study and patients are followed over time, for example, over the 
course of one year, with serial assessments performed at least every three months. 
Further profiles are taken at clinically relevant end-points, for example: 
hospitalization for CHF, death, pulmonary edema, worsening of Ejection Fraction or 
increased cardiac chamber dimensions determined by echocardiography or another 
imaging test, and/or exercise testing of hemodynamic measurements. Clinical data is 
collected from patients if available, including: 

Serial C-Reactive Protein (CRP), other serum markers, echocardiography 
(e.g., ejection fraction or another echocardiographic measure of cardiac function), 
nuclear imaging, NYHA functional classes, hospitalizations for CHF, quality of life 
measures, renal function, transplant listing, pulmonary edema, left ventricular assist 
device use, medication use and changes. 

Expression profiles correlating with progression of CHF are identified. 
Expression profiles predicting disease progression, monitoring disease progression 
and response to treatment, and predicting response to a particular treatment(s) or class 
of treatment(s) are identified. Subsets of the candidate library (or a previously 
identified diagnostic nucleotide set) are identified, according to the above procedures, 
that have predictive value for the progression of CHF. Such diagnostic nucleotide 
sets are also useful for monitoring response to treatment for CHF. 

Example 16: Identification of diagnostic nucleotide sets for use in monitoring 
treatment and/or progression of Rheumatoid arthritis 
Rheumatoid arthritis (hereinafter, "RA") is a chronic and debilitating 
inflammatory arthritis. The diagnosis of RA is made by clinical criteria and 
radiographs. A new class of medication, TNF blockers, are effective, but the drugs 
are expensive, have side effects and not all patients respond to treatment. In addition, 
relief of disease symptoms does not always correlate with inhibition of joint 



136 



WO 02/057414 



PCTAJS01/47856 



destruction. For these reasons, an alternative mechanism for the titration of therapy is 
needed. 

An observational study was conducted in which a cohort of patients meeting 
American College of Rheumatology (hereinafter "ARC") criteria for the diagnosis of 
RA was identified. Arnett et al. (1988) Arthritis Rheum 31:315-24. Patients gave 
informed consent and a peripheral blood mononuclear cell RNA sample was obtained 
by the methods as described herein. When available, RNA samples were also 
obtained from surgical specimens of bone or synovium from effected joints, and 
synovial fluid . 

From each patient, the following clinical information was obtained if 
available: 

Demographic information; information relating to the ACR criteria for RA; 
presence or absence of additional diagnoses of inflammatory and non-inflammatory 
conditions; data from laboratory test, including complete blood counts with 
differentials, CRP, ESR, ANA, Serum DL6, Soluble CD40 ligand, LDL, HDL, Anti- 
DNA antibodies, rheumatoid factor, C3, C4, serum creatinine and any medication 
levels; data from surgical procedures such as gross operative findings and 
pathological evaluation of resected tissues and biopsies; information on 
pharmacological therapy and treatment changes; clinical diagnoses of disease "flare"; 
hospitalizations; quantitative joint exams; results from health assessment 
questionnaires (HAQs); other clinical measures of patient symptoms and disability; 
physical examination results and radiographic data assessing joint involvement, 
synovial thickening, bone loss and erosion and joint space narrowing and deformity. 

From these data, measures of improvement in RA are derived as exemplified 
by the ACR 20% and 50% response/improvement rates (Felson et al. 1996). 
Measures of disease activity over some period of time is derived from these data as 
are measures of disease progression. Serial radiography of effected joints is used for 
objective determination of progression (e.g., joint space narrowing, peri-articular 
osteoporosis, synovial thickening). Disease activity is determined from the clinical . 
scores, medical history, physical exam, lab studies, surgical and pathological findings. 
The collected clinical data (disease criteria) is used to define patient or sample groups 
for correlation of expression data. Patient groups are identified for comparison, for 
example, a patient group that possesses a useful or interesting clinical distinction, 
verses a patient group that does not possess the distinction. Examples of useful and 
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interesting patient distinctions that can be made on the basis of collected clinical data 
are listed here: 

1 . Samples from patients during a clinically diagnosed RA flare versus 
samples from these same or different patients while they are asymptomatic. 

2. Samples from patients who subsequently have high measures of disease 
activity versus samples from those same or different patients who have low 
subsequent disease activity. 

3. Samples from patients who subsequently have high measures of disease 
progression versus samples from those same or different patients who have low 
subsequent disease progression. 

4. Samples from patients who subsequently respond to a given medication or 
treatment regimen versus samples from those same or different patients who 
subsequently do not respond to a given medication or treatment regimen (for example, 
TNF pathway blocking medications). 

5. Samples from patients with a diagnosis of osteoarthritis versus patients with 
rheumatoid arthritis. 

6. Samples from patients with tissue biopsy results showing a high degree of 
inflammation versus samples from patients with lesser degrees of histological 
evidence of inflammation on biopsy. 

Expression profiles correlating with progression of RA are identified. Subsets 
of the candidate library (or a previously identified diagnostic nucleotide set) are 
identified, according to the above procedures, that have predictive value for the 
progression of RA. 

Diagnostic nucleotide set(s) are identified which predict respond to TNF 
blockade. Patients are profiled before and during treatment with these medications. 
Patients are followed for relief of symptoms, side effects and progression of joint 
destruction, e.g., as measured by hand radiographs. Expression profiles correlating 
with response to TNF blockade are identified. Subsets of the candidate library (or a 
previously identified diagnostic nucleotide set) are identified, according to the above 
procedures that have predictive value for response to TNF blockade. 
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Example 17: Identification of diagnostic nucleotide sets for diagnosis of 
Systemic Lupus Erythematosis 

SLE is a chronic, systemic inflammatory disease characterized by 
dysregulation of the immune system. Clinical manifestations affect every organ 
system and include skin rash, renal dysfunction, CNS disorders, arthralgias and 
hematologic abnormalities. SLE clinical manifestations tend to both recur 
intermittently (or "flare") and progress over time, leading to permanent end-organ 
damage. 

An observational study was conducted in which a cohort of patients meeting 
American College of Rheumatology (hereinafter "ACR") criteria for the diagnosis of 
SLE were identified. See Tan et al. (1982) Arthritis Rheum 25:1271-7. Patients gave 
informed consent and a peripheral blood mononuclear cell RNA sample was obtained 
by the methods as described herein. 

From each patient, the following clinical information was obtained if 
available: 

Demographic information, ACR criteria for SLE, additional diagnoses of 
inflammatory and non-inflammatory conditions, data from laboratory testing 
including complete blood counts with differentials, CRP, ESR, ANA, Serum IL6, 
Soluble CD40 ligand, LDL, HDL, Anti-DNA antibodies, rheumatoid factor, C3, C4, 
serum creatinine (and other measures of renal dysfunction) and any medication levels, 
data from surgical procedures such as gross operative findings and pathological 
evaluation of resected tissues and biopsies (e.g., renal, CNS), information on 
pharmacological therapy and treatment changes, clinical diagnoses of disease "flare", 
hospitalizations, quantitative joint exams, results from health assessment 
questionnaires (HAQs), SLEDAIs (a clinical score for SLE activity that assess many 
clinical variables), other clinical measures of patient symptoms and disability, 
physical examination results and carotid ultrasonography. 

The collected clinical data (disease criteria) is used to define patient or sample 
groups for correlation of expression data. Patient groups are identified for 
comparison, for example, a patient group that possesses a useful or interesting clinical 
distinction, verses a patient group that does not possess the distinction. Measures of 
disease activity in SLE are derived from the clinical data described above to divide 
patients (and patient samples) into groups with higher and lower disease activity over 
some period of time or at any one point in time. Such data are SLEDAI scores and 
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other clinical scores, levels of inflammatory markers or complement, number of 
hospitalizations, medication use and changes, biopsy results and data measuring 
progression of end-organ damage or end-organ damage, including progressive renal 
failure, carotid atherosclerosis, and CNS dysfunction. Further examples of useful and 
interesting patient distinctions that can be made on the basis of collected clinical data 
are listed here: 

Samples from patients during a clinically diaignosed SLE flare versus samples 
from these same or different patients while they are asymptomatic or while they have 
a documented infection. 

1. Samples from patients who subsequently have high measures of disease 
activity versus samples from those same or different patients who have low 
subsequent disease activity. 

2. Samples from patients who subsequently have high measures of disease 
progression versus samples from those same or different patients who have low 
subsequent disease progression. 

3. Samples from patients who subsequently respond to a given medication or 
treatment regimen versus samples from those same or different patients who 
subsequently do not respond to a given medication or treatment regimen. 

4. Samples from patients with premature carotid atherosclerosis on 
ultrasonography versus patients with SLE without premature atherosclerosis. 

Expression profiles correlating with progression of SLE are identified, 
including expression profiles corresponding to end-organ damage and progression of 
end-organ damage. Expression profiles are identified predicting disease progression 
or disease "flare", response to treatment or likelihood of response to treatment, predict 
likelihood of "low" or "high" disease measures (optionally described using the 
SLEDAI score), and presence or likelihood of developing premature carotid 
atherosclerosis. Subsets of the candidate library (or a previously identified diagnostic 
nucleotide set) are identified, according to the above procedures, that have predictive 
value for the progression of SLE. 
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Example 18: Identification of a diagnostic nucleotide set for diagnosis of 
cytomegalovirus 

Cytomegalovirus is a very important cause of disease in immunosupressed 
patients, for example, transplant patients, cancer patients, and AIDS patients. The 
virus can cause inflammation and disease in almost any tissue (particularly the colon, 
lung, bone marrow and retina). It is increasingly important to identify patients with 
current or impending clinical CMV disease, particularly when immunosuppressive 
drugs are to be used in a patient, e.g. for preventing transplant rejection. 

Leukocytes are profiled in patients with active CMV, impending CMV, or no 
CMV. Expression profiles correlating with diagnosis of active or impending CMV 
are identified. Subsets of the candidate library (or a previously identified diagnostic 
nucleotide set) are identified, according to the above procedures, that have predictive 
value for the diagnosis of active or impending CMV. Diagnostic nucleotide set(s) 
identified with predictive value for the diagnosis of active or impending CMV may be 
combined, or used in conjunction with, cardiac, liver and/or kidney allograft-related 
diagnostic gene set(s) (described in Examples 11 and 12). 

In addition, or alternatively, CMV nucleotide sequences are obtained, and a 
diagnostic nucleotide set is designed using CMV nucleotide sequence. The entire 
sequence of the organism is known and all CMV nucleotide sequences can be isolated 
and added to the library using the sequence information and the approach described 
below. Known expressed genes are preferred. Alternatively, nucleotide sequences 
are selected to represent groups of CMV genes that are coordinately expressed 
(immediate early genes, early genes, and late genes) (Spector et al. 1990, Stamminger 
etal. 1990). 

CMV nucleotide sequences were isolated as follows: Primers were designed 
to amplify known expressed CMV genes, based on the publically available sequence 
of CMV strain AD 169 (Genbank LOCUS: HEHCMVCG 229354 bp; 
DEFINITION Human cytomegalovirus strain AD 169 complete genome; 
ACCESSION X17403; VERSION XI 7403.1 GI:59591). The following primer 
were used to PCR amplify nucleotide sequences from 175 ng of AD 169 viral 
genomic DNA (Advance Biotechnologies Incorporated) as a template: 



CMV GENE 


PRIMER SEQUENCES 


SEQ. ID. NO: 


UL21 5' 


atgtggccgcttctgaaaaac 


8771 
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UL21 3* 


tcatggggtggggacgggg 


8772 


UL33 5' 


gtacgcgctgctgggtcatg 


8773 


UL33 3 


tcataccccgctgaggttatg 


8774 


UL54 5' 


cacggacgacgacgctgacg 


8775 


UL54 3' 


gtacggcagaaaagccggctc 


8776 


UL55 5' 


caeca aagacacgtcgttacag 


8777 


UL55 3* 


tcagacgttctcttcttcgtcg 


8778 


UL75 5' 


cagcggcgctcaacatttcac 


8779 


UL75 3* 


tcagcatgtcttgagcatgcgg 


8780 


UL80 5' 


cctccccaactactactaccg 


8781 


UL80 3' 


ttactcgagcttattgagcgcag 


8782 


UL83 5 1 


cacgtcgggcgttatgacac 


8783 


UL83 3' 


tcaacctcggtgctttttggg 


8784 


UL97 5' 


ctgtctgctcattctggcgg 


8785 


UL97 3' 


ttactcggggaacagttggcg 


8786 


UL106 5* 


atgatgaccgaccgcacgga 


8787 


UL106 3' 


tcacggtggctcgatacactg 


8788 


UL107 5* 


aagcttccttacagcataactgt 


8789 


UL107 3' 


ccttataacatgtattttgaaaaattg 


8790 


UL109 5* 


atgatacacgactaccactgg 


8791 


ill .4 nn r\ t 

UL109 3' 


ttacgagcaagagttcatcacg 


8792 


UL112 5' 


ctgcgtgtcctcgctgggt 


8793 


ill j j/\ Al 

UL112 3 


tcacgagtccactcggaaagc 


8794 


UL113 5' 


ctcgtcttcttcggctccac 


8795 


UL113 3' 


ttaatcgtcgaaaaacgccgcg 


8796 


III J A A f*l 

UL122 5 


gatgcttgtaacgaaggcgtc 


8797 


UL122 3' 


ttactgagacttgttcctcagg 


8798 


UL123 5' 


gtagcctacactttggccacc 


8799 


UL123 3' 


ttactggtcagccttgcttcta 


8800 


IRL2 5' 


acgtccctggtagacggg 


8801 


IRL2 3" 


ttataagaaaagaagcacaagctc 


8802 


IRL3 5' 


atgtattgttttctttttttacagaaag 


8803 


IRL3 3* 


ttatattattatcaaaacgaaaaacag 


8804 


IRL4 5' 


cttctcctttccttaatctcgg 


8805 


IRL4 3' 


ctatacggagatcgcggtcc 


8806 


IRL5 5' 


atgcatacatacacgcgtg cat 


8807 


IRL5 3' 


ctaccatataaaaacgcagggg 


8808 


IRL7 5 1 


atgaaagcaagaggcagccg 


8809 


IDl 7 1' 

iKL/ o 


icaiaag g laacg aigciacui 


oo10 


IRL13 5' 


atggactggcgatttacggtt 


8811 


IRL13 3' 


ctacattgtgccatttctcagt 


8812 


US2 5' 


atgaacaatctctggaaagcctg 


8813 


US2 3' 


tcagcacacgaaaaaccgcatc 


8814 
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uoo 0 


aig aag ccgg ig agg ig ciu 


ftftIR 

OO 1 £7 


i icq o« 


UaddUaadluyUayduyyyuy 


OO 1 o 


uou u 


atnnatr'tf*ttriattr'ritr , tr?ri 
cuy y a lulu iiyciimy iv toy 


ftft17 

OO 1 f 


1 T 
uoo o 


luay y dy Oududduy luy dd Lu 


OO IO 


Uo I I o 


cgcaaaacyuiduiygciuu 


A&1Q 


UOl 1 O 


icaccacig g iccg a aaaca ic 


00-cU 


UO 10 0 


tacgg cig gxccg icaicgi 


oo£l 


UO IO J 


ttapaai^aanrlriannanaptp 
(laUaclUoay oiyayy aydOUs 




US27 5* 


atgaccacctctacaaataatcaaac 


8823 


US27 3' 


gtagaaacaagcgttgagtccc 


8824 


US28 5' 


cgttgcggtgtctcagtcg 


8825 


US28 3' 


tcatgctgtggtaccaggata 


8826 



The PCR reaction conditions were 10 mM Tris pH 8.3, 3.5 mM MgC12, 25 
raM KC1, 200 uM dNTP's, 0.2 uM primers, and 5 Units of Taq Gold. The cycle 
parameters were as follows: 



1. 


95°Cfor30 sec 


2. 


95°C for 15 sec 


3. 


56°Cfor30sec 


4. 


72°C for 2 min 


5. 


go to step 2, 29 times 


6. 


72°Cfor2min 


7. 


4°C forever 



PCR products were gel purified, and DNA was extracted from the agarose 
using the QiaexII gel purification kit (Qiagen). PCR product was ligated into the T/A 
cloning vector p-GEM-T-Easy (Promega) using 3 ul of gel purified PCR product and 
following the Promega protocol. The products of the ligation reaction were 
transformed and plated as described in the p-GEM protocol. White colonies were 
picked and grow culture in LB-AMP medium. Plasmid was prepared from these 
cultures using Qiagen Miniprep kit (Qiagen). Restriction enzyme digested plasmid 
(Not I and EcoRI) was examined after agarose gel electrophoresis to assess insert size. 
When the insert was the predicted size, the plasmid was sequenced by well-known 
techniques to confirm the identity of the CMV gene. Using forward and reverse 
primers that are complimentary to sequences flanking the insert cloning site (M13F 
and M13R), the isolated CMV gene was amplified and purified as described above. 
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Amplified cDNAs were used to create a microarray as described above. In addition, 
50mer oligonucleotides corresponding the CMV genes listed above were designed, 
synthesized and placed on a microarray using methods described elsewhere in the 
specification. 

Alternatively, oligonucleotide sequences aredesigned and synthesized for 
oligonucleotide array expression analysis from CMV genes as described in examples 
20-22. 

Diagnostic nucleotide set(s) for expression of CMV genes is used in 
combination with diagnostic leukocyte nucleotide sets for diagnosis of other 
conditions, e.g. organ allograft rejection. 

Example 19: Identification of diagnostic nucleotide sets for monitoring response 
to Statins 

HMG-CoA reductase inhibitors, called "Statins," are very effective in 
preventing complications of coronary artery disease in either patients with coronary 
disease and high cholesterol (secondary prevention) or patients without known 
coronary disease and with high cholesterol (primary prevention). Examples of Statins 
are (generic names given) pravistatin, atorvastatin, and simvastain. Monitoring 
response to Statin therapy is of interest. Patients are identified who are on or are 
about to start Statin therapy. Leukocytes are profiled in patients before and after 
initiation of therapy, or in patients already being treated with Statins. Data is 
collected corresponding to cholesterol level, markers of inflammation (e.g., C- 
Reactive Protein and the Erythrocyte Sedimentation Rate), measures of endothelial 
function (e.g., improved forearm resistance or coronary flow reserve) and clinical 
endpoints (new stable angina, unstable angina, myocardial infarction, ventricular 
arrhythmia, claudication). Patient groups can be defined based on their response to 
Statin therapy (cholesterol, clinical endpoints, endothelial function). Expression 
profiles correlating with response to Statin treatment are identified. Subsets of the 
candidate library (or a previously identified diagnostic nucleotide set) are identified, 
according to the above procedures, that have predictive value for the response to 
Statins. Members of candidate nucleotide sets with expression that is altered by 
Statins are disease target nucleotides sequences. 

Example 20- Probe Selection for a 24,000 Feature Array 
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This Example describes the compilation of almost 8,000 unique genes and 
ESTs using sequences identified from the sources described below. The sequences of 
these genes and ESTs were used to design probes, as described in the following 
Example. 

Tables 3A, 3B and 3C list the sequences identified in the subtracted leukocyte 
expression libraries. All sequences that were identified as corresponding to a known 
RNA transcript were represented at least once, and all unidentified sequences were 
represented twice - once by the sequence on file and again by the complementary 
sequence - to ensure that the sense (or coding) strand of the gene sequence was 
included. 

Table 3 A. Table 3 A contained all those sequences in BioCardia's subtracted 
libraries that matched sequences in GenBank's nr, EST_Human, and UniGene 
databases with an acceptable level of confidence. All the entries in the table 
representing the sense strand of their genes were grouped together and all those 
representing the antisense strand were grouped. A third group contained those entries 
whose strand could not be determined. Two complementary probes were designed for 
each member of this third group. 

Table 3B and 3C. Table 3B and 3C contained all those sequences in the 
leukocyte expression subtracted library that did not match sequences in GenBank's nr, 
ESTJHuman, and UniGene databases with an acceptable level of confidence, but 
which had a high probability of representing real mRNA sequences. Sequences in 
Table 3B did not match anything in the databases above but matched regions of the 
human genome draft and were spatially clustered along it, suggesting that they were 
exons, rather than genomic DNA included in the library by chance. Sequences in 
Table 3C also aligned well to regions of the human genome draft, but the aligned 
regions were interrupted by genomic DNA, meaning they were likely to be spliced 
transcripts of multiple exon genes. 

Table 3B lists 510 clones and Table 3C lists 48 clones that originally had no 
similarity with any sequence in the public databases. Blastn searches conducted after 
the initial filing have identified sequences in the public database with high similarity 
(E values less than le-40) to the sequences determined for these clones. Table 3B 
contained 272 clones and Table 3C contained 25 clones that were found to have high 
similarity to sequences in dbEST. The sequences of the similar dbEST clones were 
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used to design probes. Sequences from clones that contained no similar regions to 
any sequence in the database were used to design a pair of complementary probes. 

Probes were designed from database sequences that had the highest similarity 
to each of the sequenced clones in Tables 3A, 3B, and 3C. Based on BLASTn 
searches the most similar database sequence was identified by locus number and the 
locus number was submitted to GenBank using batch Entrez 
(http://www.ncbi.nlmjnih^ to obtain the 

sequence for that locus. The GenBank entry sequence was used because in most 
cases it was more complete or was derived from multi-pass sequencing and thus 
would likely have fewer errors than the single pass cDNA library sequences. When 
only UniGene cluster IDs were available for genes of interest, the respective 
sequences were extracted from the UniGene_unique database, build 137, downloaded 
from NCBI (ftp://ncbi.iilm.nih.gov/repositoiy/UniGeney). This database contains one 
representative sequence for each cluster in UniGene. 



Summary of BioCardia library clones used in probe design. 



Table 


Sense 


Antisense 


Strand 


Strand 


Strand 


Undetermined 


Table 3 A 


3621 


763 


124 


Table 3B 


142 


130 


238 


Table 3C 


19 


6 


23 


Totals 


3782 


899 


385 



Literature Searches 

Example 2 describes searches of literature databases. We also searched for 
research articles discussing genes expressed only in leukocytes or involved in 
inflammation and particular disease conditions, including genes that were specifically 
expressed or down-regulated in a disease state. Searches included, but were not 
limited to, the following terms and various combinations of theses terms: 
inflammation, atherosclerosis, rheumatoid arthritis, osteoarthritis, lupus, SLE, 
allograft, transplant, rejection, leukocyte, monocyte, lymphocyte, mononuclear, 
macrophage, neutrophil, eosinophil, basophil, platelet, congestive heart failure, 
expression, profiling, microarray, inflammatory bowel disease, asthma, RNA 
expression, gene expression, granulocyte. 
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A UniGene cluster ED or GenBank accession number was found for each gene 
in the list. The strand of the corresponding sequence was determined, if possible, and 
the genes were divided into the three groups: sense (coding) strand, anti-sense strand, 
or strand unknown. The rest of the probe design process was carried out as described 
above for the sequences from the leukocyte subtracted expression library. 

Database Mining 

Database mining was performed as described in Example 2, In addition, the 
Library Browser at the NCBI UniGene web site 
(http://ww.ncbi.nlm.n^ 

was used to identify genes that are specifically expressed in leukocyte cell 
populations. All expression libraries available at the time were examined and those 
derived from leukocytes were viewed individually. Each library viewed through the 
Library Browser at the UniGene web site contains a section titled "Shown below are 
UniGene clusters of special interest only" that lists genes that are either highly 
represented or found only in that library. Only the genes in this section were 
downloaded from each library. Alternatively, every sequence in each library is 
downloaded and then redundancy between libraries is reduced by discarding all 
UniGene cluster IDs that are represented more than once. 

A total of 439 libraries were downloaded, containing 35,819 genes, although 
many were found in more than one library. The most important libraries from the 
remaining set were separated and 3,914 genes remained. After eliminating all 
redundancy between these libraries and comparing the remaining genes to those listed 
in Tables 3A, 3B and 3C, the set was reduced to 2,573 genes in 35 libraries (listed 
below). From these, all genes in first 30 libraries were used to design probes. A 
random subset of genes was used from Library Lib.376, "ActivatedJT-cells_XX". 
From the last four libraries, a random subset of sequences listed as "ESTs, found only 
in this library" was used. 



No. of No. of 

sequences sequences 

Librar y before used on 

™ Library Name Category reduction array* 

Lib.2228 HunmJeukocyte_MATCHMAKER_ c DNA__Library other/unclassified 4 3 
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Lib.238 


RA-MO-HI (activated monocytes from RA patient) 


Blood 


2 


1 


Lib.242 


Humanjpenpheral_blood_(Whole)_(Steve_Elledge) 


Blood 


4 


2 


Lib.2439 


Subtracted_cDNA_libranes_from_nunmn_Jurkat_cells 


other/unclassified 


4 


1 


Lib.323 


Activated_T-cells_I 


other/unclassified 


19 


3 


Lib.327 


Monocytes,_stimulated_n 


Blood 


92 


35 


Lib.387 


Macrophage_I 


other/unclassified 


84 


24 


Lib.409 


Activated JT^llsJV 


other/unclassified 


37 


10 


Lib.410 


Activated JT^ells_VHI 


other/unclassified 


27 


10 


Lib.411 


ActivatedJT-cellsJV 


other/unclassified 


41 


9 


Lib.412 


Activated JT^ells_XII 


other/unclassified 


29 


12 


Lib.413 


ActivatedJT-cells_XI 


other/unclassified 


13 


6 


Lib.414 


Activated_T-cells_n 


other/unclassified 


69 


30 


Lib.429 


Macrophage JQ 


other/unclassified 


56 


24 


Lib.4480 


Homo_sapiens_rheuirmtoid_arthriti 


other/unclassified 


7 


6 


Lib.476 


Macrophage,jsubtracted_(total_cDNA) 


other/unclassified 


11 


1 


Iib.490 


AcavatedJT-cellsjn 


other/unclassified 


9 


5 


Lib.491 


Activated_T-cells_VII 


other/unclassified 


27 


8 


Lib.492 


ActivatedJT^ellsJK 


other/unclassified 


16 


5 


Lib.493 


Activated_T-cells__VI 


other/unclassified 


31 


15 


Lib.494 


ActivatedJT-celIs_X 


other/unclassified 


18 


5 


Lib.498 


RA-MO-I (activated peripheral blood monocytes from RA patient) 


Blood 


2 


1 


Lib.5009 


HoiiH)_Sapiens_cDNA_Lmrary_m5m_Penpheral__White_Blood_Cell 


other/unclassified 


3 


3 


Lib.6338 


huinan_activated_B_lyinphocyte 


Tonsils 


9 


8 


Lib.6342 


Humanlymphocytes 


other/unclassified 


2 


2 


Lib.646 


HumanJeukocyte_(M.L.Markelov) 


other/unclassified 


1 


1 


Lib.689 


Subtracted_cDNA_Ubr^_of_activated_B_lymphocyte 


Tonsil 


1 


1 


Lib.773 


PMA-induced_HL60_cell_subtraction_library (leukemia) 


other/unclassified 


6 


3 


Lib. 1367 


cDNA__Library - _from_rIL-2_activated_lymphocytes 


other/unclassified 


3 


2 


Lib.5018 


Homo_sapiens__CD4+_T-cell_cIone_HA 1 . 7 


other/unclassified 


6 


3 


Lib.376 


Activated T-cells XX 


other/unclassified 


OOQ 


1 1 o 


Lib.669 


NQ_CGAP_CLL1 (Lymphocyte) 


Blood 


353. 


81t 


Lib. 1395 


NCI_CGAP_Sub6 (germinal center b-cells) 


B cells germinal . 


389 


loot 


Lib.2217 


NO_CGAP_Sub7 (gerniinal center b-cells) 


B cells germinal 


605 


200t 


Lib.289 


NCI_CGAP_GCB 1 (germinal center b-cells) 


Tonsil 


935 


200t 


Total 






3,914 


939 



Redundancy of UniGene numbers between the libraries was eliminated. 



t A subset of genes flagged as "Found only in this library" were taken. 
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Angiozenesis Markers 

215 sequences derived from an angiogenic endothelial cell subtracted cDNA 
library obtained from Stanford University were used for probe design. Briefly, using 
well known subtractive hybridization procedures, (as described in, e.g., US Patent 
Numbers 5,958,738; 5,589,339; 5,827,658; 5,712,127; 5,643,761; 5,565,340) 
modified to normalize expression by suppressing over-representation of abundant 
RNA species while increasing representation of rare RNA species, a library was 
produced that is enriched for RNA species (messages) that are differentially expressed 
between test (stimulated) and control (resting) HUVEC populations. The 
subtraction/suppression protocol was performed as described by the kit manufacturer 
(Clontech, PCR-select cDNA Subtraction Kit). 

Pooled primary HUVECs (Clonetics) were cultured in 15% FCS, M199 
(GibcoBRL) with standard concentrations of Heparin, Penicillin, Streptomycin, 
Glutamine and Endothelial Cell Growth Supplement. The cells were cultured on 1% 
gelatin coated 10 cm dishes. Confluent HUVECs were photographed under phase 
contrast microscopy. The cells formed a monolayer of flat cells without gaps. 
Passage 2-5 cells were used for all experiments. Confluent HUVECs were treated 
with trypsin/EDTA and seeded onto collagen gels. Collagen gels were made 
according to the protocol of the Collagen manufacturer (Becton Dickinson Labware). 
Collagen gels were prepared with the following ingredients: Rat tail collagen type I 
(Collaborative Biomedical) 1.5 mg/mL, mouse laminin (Collaborative Biomedical) 
0.5 mg/mL, 10% 10X media 199 (Gibco BRL). IN NaOH, 10 X PBS and sterile 
water were added in amounts recommended in the protocol. Cell density was 
measured by microscopy. 1,2 x 10^ cells were seeded onto gels in 6-well, 35 mm 
dishes, in 5% FCS Ml 99 media. The cells were incubated for 2 hrs at 37 C with 5% 
C02. The media was then changed to the same media with the addition of VEGF 
(Sigma) at 30ng/mL media. Cells were cultured for 36 hrs. At 12, 24 and 36 hrs, the 
cells were observed with phase contrast microscopy. At 36 hours, the cells were 
observed elongating, adhering to each other and forming lumen structures. At 12 and 
24 hrs media was aspirated and refreshed. At 36 hrs, the media was aspirated, the 
cells were rinsed with PBS and then treated with Collagenase (Sigma) 2.5mg/mL PBS 
for 5 min with active agitation until the collagen gels were liquefied. The cells were 
then centrifuged at 4C, 2000g for 10 min. The supernatant was removed and the cells 
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were lysed with 1 mL Trizol Reagent (Gibco) per 5xl0 6 cells. Total RNA was 
prepared as specified in the Trizol instructions for use. mRNA was then isolated as 
described in the micro-fast track mRNA isolation protocol from Invitrogen. This 
RNA was used as the tester RNA for the subtraction procedure. 

Ten plates of resting, confluent, p4 HUVECs, were cultured with 15 % FCS 
in the Ml 99 media described above. The media was aspirated and the cells were 
lysed with 1 mL Trizol and total RNA was prepared according to the Trizol protocol. 
mRNA was then isolated according to the micro-fast track mRNA isolation protocol 
from Invitrogen. 'This RNA served as the control RNA for the subtraction procedure. 

The entire subtraction cloning procedure was carried out as per the user 
manual for the Clontech PCR Select Subtraction Kit. The cDNAs prepared from the 
test population of HUVECs were divided into "tester" pools, while cDNAs prepared 
from the control population of HUVECs were designated the "driver" pool. cDNA 
was synthesized from the tester and control RNA samples described above. Resulting 
cDNAs were digested with the restriction enzyme Rsal. Unique double-stranded 
adapters were ligated to the tester cDNA. An initial hybridization was performed 
consisting of the tester pools of cDNA (with its corresponding adapter) and an excess 
of the driver cDNA. The initial hybridization results in a partial normalization of the 
cDNAs such that high and low abundance messages become more equally represented 
following hybridization due to a failure of driver/tester hybrids to amplify. 

A second hybridization involved pooling unhybridized sequences from the 
first hybridization together with the addition of supplemental driver cDNA. In this 
step, the expressed sequences enriched in the two tester pools following the initial 
hybridization can hybridize. Hybrids resulting from the hybridization between 
members of each of the two tester pools are then recovered by amplification in a 
polymerase chain reaction (PCR) using primers specific for the unique adapters. 
Again, sequences originating in a tester pool that form hybrids with components of 
the driver pool are not amplified. Hybrids resulting between members of the same 
tester pool are eliminated by the formation of "panhandles" between their common 5' 
and 3' ends. This process is illustrated schematically in Figure 3. The subtraction 
was done in both directions, producing two libraries, one with clones that are 
upregulated in tube-formation and one with clones that are down-regulated in the 
process. 
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The resulting PCR products representing partial cDNAs of differentially 
expressed genes were then cloned (i.e., ligated) into an appropriate vector according 
to the manufacturer's protocol (pGEM-Teasy from Promega) and transformed into 
competent bacteria for selection and screening. Colonies (2180) were picked and 
cultured in LB broth with 50ug/mL ampicillin at 37C overnight. Stocks of saturated 
LB + 50 ug/mL ampicillin and 15% glycerol in 96-well plates were stored at-80C. 
Plasmid was prepared from 1 .4mL saturated LB broth containing 50 ug/mL 
ampicillin. This was done in a 96 well format using commercially available kits 
according to the manufacturer's recommendations (Qiagen 96-turbo prep). 

2 probes to represent 22 of these sequences required, therefore, a total of 237 
probes were derived from this library. 
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Viral genes. 

Several viruses may play a role in a host of disease including inflammatory 
disorders, atherosclerosis, and transplant rejection. The table below lists the viral 
genes represented by oligonucleotide probes on the microarray. Low-complexity 
regions in the sequences were masked using RepeatMasker before using them to 
design probes. 
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Virus 


Gene Name 


Genome Location 




Ela 


1226.. 1542 




Elb_l 


3270.. .3503 




E2a_2 


complement(24089..25885) 


Adenovirus, type 2 


E3-1 


27609..29792 


Accession #J01917 


E4 (last exon at 3'-end) 


complement(33193..32802) 




IX 


3576..4034 




Iva2 


complement(408 1 ..54 1 7) 




DNA Polymerase 


complement^ 1 87..541 8) 




HCMVTRL2 (IRL2) 


1893..2240 




HCMVTRL7 (IRL7) 


complement(6595 ..6843) 




HCMVUL21 


complement(26497.^7024) 




HCMVUL27 


complement(32831.. 34657) 




HCMVUL33 


43251..44423 


f^vtnmpoalnvinis 

Jf LlllUvgtUU * 11 US 


HCMVUL54 


complement(76903..8063 1) 


(tMV) 

Accession #X17403 


HCMVUL75 


complement(107901..1 10132) 


HCMVUL83 
HCMVUL106 


comptement(l 19352.. 121037) 
compiement(l 54947.. i 55324) 




HCMVUL109 


complement(157514..l57810) 




HCMVUL113 


161503..162800 




HCMVUL122 


complement(l 69364.. 1 70599) 




HCMVUL123 (Last exon at 3'-end) 


complement(17 1 006.. 1 72225) 




HCMVUS28 


219200..220171 




Exon in EBNA-1 RNA 


67477..67649 


Epstein-Barr virus 

\MLtS\) 

Accession #NCJ)01345 


Exon in EBNA-1 RNA 
BRLF1 


98364..98730 

complement 1 03366.. 1 05 1 83) 


BZLF1 (first of 3 exons) 
BMLF1 


complement(102655..103155) 
complement(82743,.84059) 




BALF2 


complement(l 6 1 384.. 1 64770) 




U167U17 


complement(26259..27349) 




U89 


complement(133091..135610) 




U90 


complement(135664..135948) 




U86 


complement(125989..128136) 




U83 


123528..123821 


Human Herpesvirus 6 

(HHVOj 

Accession #NC_001664 


U22 

DR2 (DR2L) 
DR7 (DR7L) 
U95 


complement(33739..34347) 
791. .2653 
5629..6720 
142941. .146306 




U94 


complement(141394..142866) 




U39 


complement(59588..62080) 




U42 


complement(69054..70598) 




U81 


complement(12l810..122577) 
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Strand Selection 

It was necessary to design sense oligonucleotide probes because the labeling and 
hybridization protocol to be used with the microarray results in fluorescently-labeled 
antisense cRNA. All of the sequences we selected to design probes could be divided into 
three categories: 

(1) Sequences known to represent the sense strand 

(2) Sequences known to represent the antisense strand 

(3) Sequences whose strand could not be easily determined from their 
descriptions 

It was not known whether the sequences from the leukocyte subtracted expression 
library were from the sense or antisense strand. GenBank sequences are reported with 
sequence given 5' to 3 1 , and the majority of the sequences we used to design probes came 
from accession numbers with descriptions that made it clear whether they represented 
sense or antisense sequence. For example, all sequences containing "mRNA" in their 
descriptions were understood to be the sequences of the sense mRNA, unless otherwise 
noted in the description, and all IMAGE Consortium clones are directionally cloned and 
so the direction (or sense) of the reported sequence can be determined from the 
annotation in the GenBank record. 

For accession numbers representing the sense strand, the sequence was 
downloaded and masked and a probe was designed directly from the sequence. These 
probes were selected as close to the 3' end as possible. For accession numbers 
representing the antisense strand, the sequence was downloaded and masked, and a probe 
was designed complementary to this sequence. These probes were designed as close to 
the 5 5 end as possible (i.e., complementary to the 3' end of the sense strand). 

Minimizing Probe Redundancy. 

Multiple copies of certain genes or segments of genes were included in the 
sequences from each category described above, either by accident or by design. 
Reducing redundancy within each of the gene sets was necessary to maximize the 
number of unique genes and ESTs that could be represented on the microarray. 

Three methods were used to reduce redundancy of genes, depending on what 
information was available. First, in gene sets with multiple occurrences of one or more 
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UniGene numbers, only one occurrence of each UniGene number was kept. Next, each 
gene set was searched by GenBank accession numbers and only one occurrence of each 
accession number was conserved. Finally, the gene name, description, or gene symbol 
were searched for redundant genes with no UniGene number or different accession 
numbers. In reducing the redundancy of the gene sets, every effort was made to conserve 
the most information about each gene. 

We note, however, that the UniGene system for clustering submissions to 
GenBank is frequently updated and UniGene cluster IDs can change. Two or more 
clusters may be combined under a new cluster ID or a cluster may be split into several 
new clusters and the original cluster ID retired. Since the lists of genes in each of the 
gene sets discussed were assembled at different times, the same sequence may appear in 
several different sets with a different UniGene ID in each. 

Sequences from Table 3 A were treated differently. In some cases, two or more 
of the leukocyte subtracted expression library sequences aligned to different regions of 
the same GenBank entry, indicating that these sequences were likely to be from different 
exons in the same gene transcript. In these cases, one representative library sequence 
corresponding to each presumptive exon was individually listed in Table 3 A. 

Compilation. 

After redundancy within a gene set was sufficiently reduced, a table of 
approximately 8,000 unique genes and ESTs was compiled in the following manner. All 
of the entries in Table 3 A were transferred to the new table. The list of genes produced 
by literature and database searches was added, eliminating any genes already contained in 
Table 3 A. Next, each of the remaining sets of genes was compared to the table and any 
genes already contained in the table were deleted from the gene sets before appending 
them to the table. 



Probes 



BioCardia Subtracted Leukocyte Expression Library 



Table 3 A 
Table 3B 
Table 3C 



4,872 
796 
85 



Literature Search Results 



494 
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Database Mining 



1,607 



Viral genes 



a. CMV 

b. EBV 

c. HHV6 



14 
6 

14 
8 



d. Adenovirus 



Angiogenesis markers: 215, 22 of which needed two probes 
Arabidopsis thaliana genes 



237 
10 



Total sequences used to design probes 



8,143 



Example 21- Design of oligonucleotide probes 

This section describes the design of four oligonucleotide probes using Array 
Designer Ver 1.1 (Premier Biosoft International, Palo Alto, CA). 
Clone 40H12 

Clone 40H12 was sequenced and compared to the nr, dbEST, and UniGene 
databases at NCBI using the BLAST search tool. The sequence matched accession 
number NMJ)02310, a 'curated RefSeq project' sequence, see Pruitt et ai. (2000) Trends 
Genet. 16:44-47, encoding leukemia inhibitory factor receptor (LIFR) mRNA with a 
reported E value of zero. An E value of zero indicates there is, for all practical purposes, 
no chance that the similarity was random based on the length of the sequence and the 
composition and size of the database. This sequence, cataloged by accession number 
NM_002310, is much longer than the sequence of clone 40H12 and has a poly-A tail. 
This indicated that the sequence cataloged by accession number NM_002310 is the sense 
strand and a more complete representation of the mRNA than the sequence of clone 
40H12, especially at the 3' end. Accession number "NM_002310" was included in a text 
file of accession numbers representing sense strand mRNAs, and sequences for the sense 
strand mRNAs were obtained by uploading a text file containing desired accession 
numbers as an Entrez search query using the Batch Entrez web interface and saving the 
results locally as a FASTA file. The following sequence was obtained, and the region of 
alignment of clone 40H12 is outlined: 
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CTCTCTCCCAGAACGTGTCTCTGCTGCAAGGCACCGGGCCCTTTCGCTCTGCAGAACTGC 
ACTTGCAAGACCATTATCAACTCCTAATCCCAGCTCAGAAAGGGAGCCTCTGCGACTCAT 
TCATCGCCCTCCAGGACTGACTGCATTGCACAGATGATGGATATTTACGTATGTTTGAAA 
CGACCATCCTGGATGGTGGACAATAAAAGAATGAGGACTGCTTCAAATTTCCAGTGGCTG 
TTATC^CATTTATTCTTCTATATCTAATGAATCAAGTAAATAGCCAGAAAAAGGGGGCT 
CCTCATGATTTGAAGTGTGTAACTAACAATTTGCAAGTGTGGAACTGTTCTTGGAAAGCA 
CCCTCTGGAACAGGCCGTGGTACTGATTATGAAGTTTGCATTGAAAACAGGTCCCGTTCT 
TGTTATCAGTTGGAGAAAACCAGTATTAAAATTCCAGCTCTTTCACATGGTGATTATGAA 
ATAACAATAAATTCTCTACATGATTTTGGAAGTTCTACAAGTAAATTCACACTAAATGAA 
CAAAACGTTTCCTTAATTCCAGATACTCCAGAGATCTTGAATTTGTCTGCTGATTTCTCA 
ACCTCTA(^TTATACCTAAAGTGGAACGACAGGGGTTCAGTTTTTCCAC^CCGCT(^^AT 
GTTATCTGGGAAATTAAAGTTCTACGTAAAGAGAGTATGGAGCTCGTAAAATTAGTGACC 
C^CAACACAACTCTGAATGGCAAAGATACACT 

CCCTTGGAATGTGCCATTCATTTTGTGGAAATTAGATGCTACATTGACAATCTTCATTTT 
TCTGGTCTCGAAGAGTGGAGTGACTGGAGCCCTGTGAAGAACATTTCTTGGATACCTGAT 
TCTCAGACTAAGGTTTTTCCTCAAGATAAAGTGATACTTGTAGGCTCAGACATAACATTT 
TGTTGTGTGAGTCAAGAAAAAGTGTTATCAGCACTGATTGGCC^TAG^^ACTGCCCCTTG 
ATCCATCTTGATGGGGAAAATGTTGCAATCAAGATTCGTAATATTTCTGTTTCTGCAAGT 
AGTGGAACAAATGTAGTTTTTACAACCGAAGATAACATATTTGGAACCGTTATTTTTGCT 
GGATATCCACCAGATACTCCTCAACAACTGAATTGTGAGACACATGATTTAAAAGAAATT 
ATATGTAGTTGGAATCCAGGAAGGGTGACAGCGTTGGTGGGCCCACGTGCTACAAGCTAC 
ACTTTAGTTGAAAGTTTTTCAGGAAAATATGTTAGACTTAAAAGAGCTGAAGCACCTACA 
AACGAAAGCTATCAATTATTATTTGAAA 

TTGAATGCTCACAATCCGCTGGGTCGATCACAATCAACAATTTTAGTTAATATAACTGAA 
AAAGTTTATCCCCATACTCCTACTTCATTCAAAGTGAAGGATATTAATTCAACAGCTGTT 
AAACTTTCTTGGCATTTACCAGGCAACTTTGCAAAGATTAATTTTTTATGTGAAATTGAA 
ATTAAGAAATCTAATTGA.GTACAAGAG^ 

TCAAGTTATCTTGTTGCTCTGGACAAGTTAAATCCATACACTCTATATACTTTTCGGATT 
CGTTGTTCTACTGAAACTTTCTGGAAATGGAGCAAATGGAGCAATAAAAAACAACATTTA 
ACAACAGAAGCCAGTCCTTCAAAGGGGCCTGATACTTGGAGAGAGTGGAGTTCTGATGGA 
AAAAATTTAATAATCTATTGGAAGCCTTTACCCATTAATGAAGCTAATGGAAAAATACTT 
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TCCTAC^TGTATCGTGTTCATCAGATGAGGAAACACAGTCCCTTTCTGAAATCCCTGAT 
CCTCAGCACAAAGCAGAGATACGACTTGATAAGAATGACTACATCATCAGCGTAGTGGCT 
AAAAATTCTGTGGGCTCATCACCACCTTCC 

GATCTCAAAATAGAACAAGTTGTTGGGATGGGAAAGGGGATTCTCCTCACCTGGCATTAC 
GACCCCAACATGACTTGCGACTACGTCATTAAGTGGTGTAACTCGTCTCGGTCGGAACCA 
TGCCTTATGGACTGGAGAAAAGTTCCCTCAAACAGCACTGAAACTGTAATAGAATCTGAT 
G^GTTTCGACCAGGTATAAGATATAATTTTTTC 

CAATTATTACGCTCCATGATTGGATATATAGAAGAATTGGCTCCCATTGTTGCACCAAAT 
TTTACTGTTGAGGATACTTCTGCAGATTCGATATTAGTAAAATGGGAAGACATTCCTGTG 
GAAGAACTTAGAGGCTTTTTAAGAGGATATTTGTTTTACTTTGGAAAAGGAGAAAGAGAC 
ACATCTAAGATGAGGGTTTTAGAATCAGGTCGTTCTGACATAAAAGTTAAGAATATTACT 
GACATATCCCAGAAGACACTGAGAATTGCTGATCTTCAAGGTAAAACAAGTTACCACCTG 
GTCTTGCGAGCCTATACAGATGGTGGAGTGGGCCCGGAGAAGAGTATGTATGTGGTGACA 
AAGGAAAATTCTGTGGGATTAATTATTGCCATTCTCATCCCAGTGGCAGTGGCTGTCATT 
GTTGGAGTGGTGACAAGTATCCTTTGCTATCGGAAACGAGAATGGATTAAAGAAACCTTC. 
TACCCTGATATTCCAAATCCAGAAAACTGTAAAGCATTACAGTTTCAAAAGAGTGTCTGT 
GAGGGAAGCAGTGCTCTTAAAACATTGGAAATGAATCCTTGTACCCCAAATAATGTTGAG 
GTTCTGGAAACTCGATCAGCATTTCCTAAAATAGAAGATACAGAAATAATTTCCCCAGTA 
GCTGAGCGTCCTGAAGATCGCTCTGATGCAGAGCCTGAAAACCATGTGGTTGTGTCCTAT 
TGTCCACCCATCATTGAGGAAGAAATACCAAACCCAGCCGCAGATGAAGCTGGAGGGACT 
GCACAGGTTATTTACATTGATGTTC^GTCGATGTATCAGCCTC^AGCAAAACCAGAAGAA 
GAACAAGAAAATGACCCTGTAGGAGGGGCAGGCTATAAGCCACAGATGCACCTCCCCATT 
AATTCTACTGTGGAAGATATAGCTGCAGAAGAGGACTTAGATAAAACTGCGGGTTACAGA 
CCTCAGGCCAATGTAAATACATGGAATTTAGTGTCTCCAGACTCTCCTAGATCCATAGAC 
AGCAACAGTGAGATTGTCTCATTTGGAAGTCCATGCTCCATTAATTCCCGACAATTTTTG 
ATTCCTCCTAAAGATGAAGACTCTCCTAAATCTAATGGAGGAGGGTGGTCCTTTACAAAC 
TTTTTTC^GAACAAACCAAACGATTAACAGTGTCACCGTGTCACTTCAGTCAGCCATCTC 
AATAAGCTCTTACTGCTAGTGTTGCTACATCAGCACTGGGCATTCTTGGAGGGATCCTGT 
GAAGTATTGTTAGGAGGTGAACTTCACTACATGTTAAGTTACACTGAAAGTTCATGTGCT 
TTTAATGTAGTCTAAAAGCCAAAGTATAGTGACT(^GAATCCTCAATCC^CAAAACTC^ 
GATTGGGAGCTCTTTGTGATCAAGCCAAAGAATTCTCATGTACTCTACCTTCAAGAAGCA 
TTTCAAGGCTAATACCTACTTGTACGTACATGTAAAACAAATCCCGCCGCAACTGTTTTC 
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TGTTCTGTTGTTTGTGGTTTTCTCATATGTATACTTGGTGGAATTGTAAGTGGATTTGCA 

ggccagggagaaaatgtccaagtaacaggtgaagtttatttgcctgacgtttactccttt 

ctagatgaaaaccaagcacagattttaaaacttctaagattattctcctctatccacagc 

attcacaaaaattaatataatttttaatgtagtgacagcgatttagtgttttgtttgata 

aagtatgcttatttctgtgcctactgtataatggttatcaaacagttgtctcaggggtac 

aaactttgaaaacaagtgtgacactgaccagccgaaat [cataat(^ 

|gataggttttgcttgccttttcattattttttagcttttatgcttgcttccattatttca 

IgttggttgccctaatatttaaaatttacacttctaagactagagacccacattttttaaaI 

aatcattttattttgtgatacft.gtgacagctttatatgagcaaattcaatattattcat^ 

lagcatgtaattccagtgacttactatgtgagatgactactaagcaatatctagcagcgt^ 

agttccatatagttctgattggatttcgttcctcctgaggagaccatgccgttgagcttg| 

1gctacccaggcagtggtgatctttgacaccttctggtggatgttcctccgactcatgagt| 

[cttttcatcatgc^cattatctgatccagtcctc^catttttaaatataaaactaaag^ 

1gagaatgcttcttacaggaacagttacccaagggctgtttcttagtaactgtcataaact | 

Igatctggatccatgggcatacctgtgttcgaggtgcagcaattgcttggtgagctgtgca 

IgaattgattgccttcagcacagcatcctctgcccacccttgtttctcataagcgatgtctI 

|ggagtgattgtggttcttggaaaagc^gaaggaaaaactaaaaagtgtatcttgtatttt| 

1ccctgcc| ctcaggttgcctatgtattttaccttttcatatttaaggcaaaagtacttgaa 

aattttaagtgtccgaataagatatgtcttttttgtttgttttttttggttggttgtttg 

ttttttatcatctgagattctgtaatgtatttgcaaataatggatcaattaatttttttt 

gaagctcatattgtatctttttaaaaaccatgttgtggaaaaaagccagagtgacaagtg 

acaaaatctatttaggaactctgtgtatgaatcctgattttaactgctaggattcagcta 

aatttctgagctttatgatctgtggaaatttggaatgaaatcgaattcattttgtacata 

catagtatattaaaactatataatagttcatagaaatgttcagtaatgaaaaaatatatc 

caatcagagccatcccgaaaaaaaaaaaaaaa (seq id no.: 8827) 

The FASTA file, including the sequence of NM_002310, was masked using the 
RepeatMasker web interface (Smit, AFA & Green, P RepeatMasker at 
http://ftp.genome.washington.edu/RM/RepeatMasker.hta^ Smit and Green). 
Specifically, during masking, the following types of sequences were replaced with "N's": 
SINE/MIR & LINE/L2, LINE/LI , LTR/MaLR, LTR/Retroviral , Alu, and other low 
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informational content sequences such as simple repeats. Below is the sequence following 
masking: 

CTCTCTCCCAGAACGTGTCTCTGCTGCAAGGCACCGGGCCCTTTCGCTCTGCAGAACTG 

CACTTGCAAGACCATTATCAACTCCTAATCCCAGCTCAGAAAGGGAGCCTCTGCGACTC 

ATTCATCGCCCTCCAGGACTGACTGCATTGCACAGATGATGGATATTTACGTATGTTTG 

AAACGACCATCCTGGATGGTGGAC^TAAAAGAATGAGGACTGCTTCAAATTTCCAGTG 

GCTGTTATG^ACATTTATTCTTCTATATCTAATGAATCAAGTAAATAGCCAGAAAAAGG 

GGGCTCCTCATGATTTGAAGTGTGTAACTAACAATTTGCAAGTGTGGAACTGTTCTTGG 

AAAGCACCCTCTGGAACAGGCCGTGGTACTGATTATGAAGTTTGCATTGAAAACAGGTC 

CCGTTCTTGTTATCAGTTGGAGAAAACCAGTATTAAAATTCCAGCTCTTTCACATGGTG 

ATTATGAAATAACAATAAATTCTCTACATGATTTTGGAAGTTCTAC^GTAAATTCACA • 

CTAAATGAACAAAACGTTTCCTTAATTCCAGATACTCCAGAGATCTTGAATTTGTCTGC 

TGATTTCTCAACCTCTACATTATACCTAAAGTGGAACGACAGGGGTTCAGTTTTTCCAC 

ACCGCTCAAATGTTATCTGGGAAATTAAAGTTCTACGTAAAGAGAGTATGGAGCTCGTA 

AAATTAGTGACCCACAACACAACTCTGAATGGCAAAGATACACTTCATCACTGGAGTTG 

GGCCTCAGATATGCCCTTGGAATGTGCCATTCATTTTGTGGAAATTAGATGCTACATTG 

ACAATCTTCATTTTTCTGGTCTCGAAGAGTGGAGTGACTGGAGCCCTGTGAAGAACATT 

TCTTGGATACCTGATTCTCAGACTAAGGTTTTTCCTCAAGATAAAGTGATACTTGTAGG 

CTCAGACATAACATTTTGTTGTGTGAGTCAAGAAAAAGTGTTATCAGCACTGATTGGCC 

ATAC^AACTGCCCCTTGATCC^TCTTGATGGGGAAAATGTTGCAATCAAGATTCGTAAT 

ATTTCTGTTTCTGCAAGTAGTGGAACAAATGTAGTTTTTACAACCGAAGATAACATATT 

TGGAACCGTTATTTTTGCTGGATATCCACCAGATACTCCTCAACAACTGAATTGTGAGA 

CACATGATTTAAAAGAAATTATATGTAGTTGGAATCCAGGAAGGGTGACAGCGTTGGTG 

GGCCCACGTGCTACAAGCTACACTTTAGTTGAAAGTTTTTCAGGAAAATATGTTAGACT 

TAAAAGAGCTGAAGCACCTACAAACGAAAGCTATCAATTATTATTTC^^TGCTTCC^ 

ATC^^GAAATATATAATTTTACTTTGAATGCTCACAATCCGCTGGGTCGATCACAATCA 

ACAATTTTAGTTAATATAACTGAAAAAGTTTATCCCCATACTCCTACTTCATTCAAAGT 

GAAGGATATTAATTCAACAGCTGTTAAACTTTCTTGGCAlTTTACCAGGC^CTTTGC^A 

AGATTAATTTTTTATGTGAAATTGAAATTAAGAAATCTAATTCAGTACAAGAGCAGCGG 

AATGTCACAATCAAAGGAGTAGAAAATTCAAGTTATCTTGTTGCTCTGGACAAGTTAAA 

TCCATACACTCTATATACTTTTCGGATTCGTTGTTCTACTGAAACTTTCTGGAAATGGA 
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GCAAATGGAGCAATAAAAAACAACATTTAACAAC^ 

GATACTTGGAGAGAGTGGAGTTCTGATGGAAAAAATTTAATAATCTATTGGAAGCCTTT 
ACCCATTAATGAAGCTAATGGAAAAATACTTTCCTACAATGTATCGTGTTCATCAGATG 
AGGAAACACAGTCCCTTTCTGAAATCCCTGATCCTCAGCAC?y^GCAGAGATACGACTT 
GATAAGAATGACTACATCATCAGCGTAGTGGCTA7U^AATTCTGTGGGCTCATCACCACC 
TTCCAAAATAGCGAGTATGGAAATTCCAAATGATGATCTCAAAATAGAACAAGTTGTTG 
GGATGGGAAAGGGGATTCTCCTCACCTGGCATTACGACCCC^C^TGACTTGCGACTAC 
GTCATTAAGTGGTGTAACTCGTCTCGGTCGGAACCATGCCTTATGGACTGGAGAAAAGT 
TCCCTCAAACAGCACTGAAACTGTAATAGAATCTGATGAGTTTCGACCAGGTATAAGAT 
ATAATTTTTTCCTGTATGGATGCAGAAATCAAGGATATCAATTATTACGCTCCATGATT 
GGATATATAGAAGAATTGGCTCCCATTGTTGCACCAAATTTTACTGTTGAGGATACTTC 
TGCAGATTCGATATTAGTAAAATGGGAAGACATTCCTGTGGAAGAACTTAGAGGCTTTT 
TAAGAGGATATTTGTTTTACTTTGGAAAAGGAGAAAGAGACACATCTAAGATGAGGGTT 
TTAGAATCAGGTCGTTCTGACATAAAAGTTAAGAATATTACTGACATATCCCAGAAGAC 
ACTGAGAATTGCTGATCTTCAAGGTAAAACAAGTTACCACCTGGTCTTGCGAGCCTATA 
CAGATGGTGGAGTGGGCCCGGAGAAGAGTATGTATGTGGTGACAAAGGAAAATTCTGTG 
GGATTAATTATTGCCATTCTCATCCCAGTGGCAGTGGCTGTCATTGTTGGAGTGGTGAC 
AAGTATCCTTTGCTATCGGAAACGAGAATGGATTAAAGAAACCTTCTACCCTGATATTC 
CAAATCCAGAAAACTGTAAAGCATTACAGTTTCAAAAGAGTGTCTGTGAGGGAAGCAGT 
GCTCTTAAAACATTGGAAATGAATCCTTGTACCCCAAATAATGTTGAGGTTCTGGAAAC 
TCGATCAGCATTTCCTAAAATAGAAGATACAGAAATAATTTCCCCAGTAGCTGAGCGTC 
CTGAAGATCGCTCTGATGCAGAGCCTGAAAACCATGTGGTTGTGTCCTATTGTCCACCC 
ATCATTGAGGAAGAAATACO^CCC^GCCGCAGATGAAGCTGGAGGGACTGCACAGGT 
TATTTACATTGATGTTCAGTCGATGTATC^ 

AAAATGACCCTGTAGGAGGGGCAGGCTATAAGCCACAGATGCACCTCCCCATTAATTCT 

ACTGTGGAAGATATAGCTGCAGAAGAGGACTTAGATAAAACTGCGGGTTACAGACCTCA 

GGCCT^TGTAAATAC^TGGAATTTAGTGTCTCC^GACTCTCCTAGATCC^TAGACAGCA 

ACAGTGAGATTGTCTCATTTGGAAGTCCATGCTCCATTAATTCCCGACAATTTTTGATT 

CCTCCTAAAGATGAAGACTCTCCTAAATCTAATGGAGGAGGGTGGTCCTTTACAAACTT 

TTTTCAGAACAAACCAAACGATTAACAGTGTCACCGTGTCACTTCAGT 

ATAAGCTCTTACTGCTAGTGTTGCTACATCAGCACTGGGCATTCTTGGAGGGATCCTGT 

GAAGTATTGTTAGGAGGTGAACTTCACTACATGTTAAGTTACACTGAAAGTTCATGTGC 
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TTTTAATGTAGTCTAAAAGCCAAAGTATAGTGACT^ 

AAGATTGGGAGCTCTTTGTGATCAAGCC7^GAATTCT<^TGTACTCTACCTTCAAGAA 
GCATTTCAAGGCTAATACCTACTTGTACGTACA^^ 

TTTCTGTTCTGTTGTTTGTGGTTTTCTCATATGTATACTTGGTGGAATTGTAAGTGGAT 
TTGCAGGCCAGGGAGAAAATGTCC^GTAACAGGTGAAGTTTATTTGCCTGACGTTTAC 
TCCTTTCTAGATGAAAACCAAGCACAGATTTTAAAACTTCTAAGATTATTCTCCTCTAT 
CC^CAGCATTC^CNNl^^ 

GTTTGATAAAGTATGCTTATTTCTGTGCCTACTGTATAATGGTTATCAAACAGTTGTCT 

CAGGGGTACAAACTTTGAAAACAAGTGTGACACTGACCAGCGCAAAT |CATA^ 

[TTCTTGCTGTGATAGGTTTTGCTTGCCTTTTCATTATTTTTTAGCTTTTATGCTTGCTT 

CCATTATTTCAGTTGGTTGCCCTAATATTTAAAATTTACACTTCTAAGACTAGAGACCC 

?VCATTTTTTAAAAATCATTTTATTTTGTGATACAGTGACAGCTTTATATGAGCAAATTC 

[fiATATTATTCATAAGCATGTAATTCCAGTGACTTACTATGTGAGATGACTACTAAGCAA 

TATCTAGCAGCGTTAGTTCCATATAGTTCTGATTGGATTTCGTTCCTCCTGAGGAGACCl 

ATGCCGTTGAGCTTGGCTACCCAGGCAGTGGTGATCTTTGACACCTTCTGGTGGATGTT 

CCTCCCACTCATGAGTCTTTTCATCATGCCACATTATGTGATCCAGTCCTCACATTTTT 

A^ATATAAAACTAAAGAGAGAATGCTTCTTACAGGAACAGTTACCCAAGGGCTGTTTCT 

TAGTAACTGTCATAAACTGATCTGGATCCATGGGCATACCTGTGTTCGAGGTGCAGCAA 

[ttgcttggtgagctgtgcagaattgattgccttcagcacagcatcctctgcccaccctt 
|gtttctcataagcgatgtctggagtgattgtggttcttggaaaagcagaaggaaaaact| 

?^AAAAGTGTATCTTGTATTTTCCCTGCC| CTCAGGTTGCCTATGTATTTTACCTTTTCAT 
ATTTAAGGCAAAAGTACTTGAAAATTTTAAGTGTCCGAATAAGATATGTCTTTTTTGTT 
TGTTTTTTTTGGTTGGTTGTTTGTTTTTTATCATCTGAGATTCTGTAATGTATTTGCAA 
ATAATGGATCAATTAATTTTTTTTGAAGCTCATATTGTATCTTTTTAAAAACCATGTTG 
TGGAAAAAAGCCAGAGTGACAAGTGACAAAATCTATTTAGGAACTCTGTGTATGAATCC 
TGATTTTAACTGCTAGGATTCAGCTAAATTTCTGAGCTTTATGATCTGTGGAAATTTGG 
AATGAAATCGAATTCATTTTGTACATACATAGTATATTAAAACTATATAATAGTTCAT^ 
GAAjVTGTTC^ 

A SEQ ID No. : 8828 
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The length of this sequence was determined using batch, automated 
computational methods and the sequence, as sense strand, its length, and the desired 
location of the probe sequence near the 3' end of the mRNA was submitted to Array 
Designer Ver 1.1 (Premier Biosoft International, Palo Alto, CA). Search quality was set 
at 100%, number of best probes set at 1, length range set at 50 base pairs, Target Tm set 
at 75 C. degrees plus or minus 5 degrees, Hairpin max deltaG at 6.0 -kcal/mol., Self 
dimmer max deltaG at 6.0 -kcal/mol, Run/repeat (dinucleotide) max length set at 5, and 
Probe site minimum overlap set at 1 . When none of the 49 possible probes met the 
criteria, the probe site would be moved 50 base pairs closer to the 5' end of the sequence 
and resubmitted to Array Designer for analysis. When no possible probes met the 
criteria, the variation on melting temperature was raised to plus and minus 8 degrees and 
the number of identical basepairs in a run increased to 6 so that a probe sequence was 
produced. 

In the sequence above, using the criteria noted above, Array Designer Ver 1.1 
designed a probe corresponding to oligonucleotide number 2280 in Table 8 and is 
indicated by underlining in the sequence above. It has a melting temperature of 68.4 
degrees Celsius and a max run of 6 nucleotides and represents one of the cases where the 
criteria for probe design in Array Designer Ver 1 . 1 were relaxed in order to obtain an 
oligonucleotide near the 3' end of the mRNA (Low melting temperature was allowed). 
Clone 463D12 

Clone 463D12 was sequenced and compared to the nr, dbEST, and UniGene 
databases at NCBI using the BLAST search tool. The sequence matched accession 
number All 84553, an EST sequence with the definition line "qd60a05.xl 
SoaresJestisJSlHT Homo sapiens cDNA clone IMAGE: 1733840 3* similar to 
gb:M29550 PROTEIN PHOSPHATASE 2B CATALYTIC SUBUNIT 1 (HUMAN);, 
mRNA sequence." The E value of the alignment was 1.00 x 10~ 118 . The GenBank 
sequence begins with a poly-T region, suggesting that it is the antisense strand, read 5' to 
3'. The beginning of this sequence is complementary to the 3' end of the mRNA sense 
strand. The accession number for this sequence was included in a text file of accession 
numbers representing antisense sequences. Sequences for antisense strand mRNAs were 
obtained by uploading a text file containing desired accession numbers as an Entrez 
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search query using the Batch Entrez web interface and saving the results locally as a 
FASTA file. The following sequence was obtained, and the region of alignment of clone 
463D12 is outlined: 

TTTTTTTTTTTTTTCTTAAATAGCATTTATTTTCTCTCAAAAAGCCTATTATGTACTAA 
CAAGTGTTCCTCTAAATTAGAAAGGCATCACTACT^ 

TAAGAGAAGGAATATTGGGTTACAATCTGAATTTCTCTTTATGATTTCTCTTAAAGTAT 
AGAACAGCTATTAAAATGACTAATATTGCTAAAATGAAGGCTACTAAATTTCCCGAAGA 
ATTTCGGTGGAATGCCCAAAAATGGTGTTAAGATATGCA(^^ 

AGC^TCTCTCCACCCCTTCATAAAAGATTTAAGCTAAAAAAAAAAAAAAAAGAA^^ 
|ATCCAACAGCTGAAGACATTGGGCTATTTATAAATCTTCTCCCAGTCCCCCAGACAGCC| 
[TCACATGGGGGCTGTAAACAGCTAACTAAAATATCTTTGAGACTCTTATGTCCACACCC 



ACTGACACAAGGAGAGCTGTAACCACAGTGAAACTAGACTTTGCTTTCCTTTAGCAAGT 



|atgtgcctatgatagtaaactggagtaaatgtaaca|gtaataaaacaaattttttttaa 



AAATAAAAATTATACCTTTTTCTCCAACAAACGGTAAAGACCACGTGAAGACATCCATA 
AAATTAGGCAACCAGTAAAGATGTGGAGAACCAGTAAACTGTCGAAATTCATCACATTA 
TTTTCATACTTTAATACAGCAGCTTTAATTATTGGAGAACATCAAAGTAATTAGGTGCC 
GAAAAACATTGTTATTAATGAAGGGAACCCCTGACGTTTGACCTTTTCTGTACCATCTA 
TAGCCCTGGACTTGA (SEQ ID No. : 8829) 

The FASTA file, including the sequence of AA1 84553, was then masked using 
the RepeatMasker web interface, as shown below. The region of alignment of clone 
463D12 is outlined. 



TTTTTTTTTTTTTTCTTAAATAGCATTTATTTTCTCTCAAAAAGCCTATTATGTACTAA 
CAAGTGTTCCTCTAAATTAGAAAGGCATGACTA 

NNNGAGAAGGAATATTGGGTTACAATCTGAATTTCTCTTTATGATTTCTCTTAAAGTAT 
■ AGAACAGCTATTAAAATGACTAATAT ffGC^ 
ATTTigG^ 

AGCAATCTCTCCACCCCTTCATAAAAGATTTAAGCTAAAAAAAAAAAAAAAAGAA |GAAA| 
ATCCAACAGCTGAAGACATTGGGCTATTTATAAATCTTCTCCCAGTCCCCCAGACAGCC 
TCACATGGGGGCTGTAAACAGCTAACTAAAATATCTTTGAGACTCTTATGTCCACACC^ 
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Iactgacacaaggagagctgtaaccacaqtgaaactagactttgctttcctttagcaag 



kTGTGCCTATGATAGTAAACTGGAGTAAATGTAACA GNNNlJlNNN^ 



NNNl^^ 

AAATTAGGCAACCAGTAAAG&TGTGGAGAACCAGTAAACTGTC 

TTTTCATACTTTAATACAGCAGCTTTAATTATTGGAGAACATCAAAGTAATTAGGTGCC 
GAAAAACATTGTTATTAATGAAGGGAACCCCTGACGTTTGACCTTTTCTGTACCATCTA 
TAGCCCTGGACTTGA Masked version of 463D12 sequence. (SEQ ID 
NO:8830) 

The sequence was submitted to Array Designer as described above, however, the 
desired location of the probe was indicated at base pair 50 and if no probe met the 
criteria, moved in the 3' direction. The complementary sequence from Array Designer 
was used, because the original sequence was antisense. The oligonucleotide designed by 
Array Designer corresponds to oligonucleotide number 4342 in Table 8 and is 
complementary to the underlined sequence above. The probe has a melting temperature 
of 72.7 degrees centigrade and a max run of 4 nucleotides. 
Clone 72D4 

Clone 72D4 was sequenced and compared to the nr, dbEST, and UniGene 
databases at NCBI using the BLAST search tool. No significant matches were found in 
any of these databases. When compared to the human genome draft, significant 
alignments were found to three consecutive regions of the reference sequence 
NT_008060, as depicted below, suggesting that the insert contains three spliced exons of 
an unidentified gene. 

Residue numbers on Matching residue 

clone 72D4 sequence numbers on NT 008060 

1-198 478646 - 478843 

197-489 479876-480168 
491-585 489271-489365 

Because the reference sequence contains introns and may represent either the 
coding or noncoding strand for this gene, BioCardia's own sequence file was used to 
design the oligonucleotide. Two complementary probes were designed to ensure that the 
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sense strand was represented. The sequence of the insert in clone 72D4 is shown below, 
with the three putative exons outlined. 



CAGGTCACACAGCACATCAGTGGCTACATGTGAGCTCAGACCTGGGTCTGCT 
GCTGTCTGTCTTCCCAATATCCATGACCTTGAnTGATGCAGGTGTCTAGGGAT 
ACGTCCATCCCCGTCCTGCTGGAGCCCAGAGCACGGAAGCCTGGCCCTCCGA 
GGAGACAGAAGGGAGTGTCGGACACCATGACGAGAGCTTlG GCAGAATAAA 

^GAmCTG(^^ 
I^^CTGTGTCGOT 
CCCGGCGAGGC^ 
£^QTGTGCA^ 

jACA'TWCTGTCTATAGAAGA^ 

ICCAGATGTGCGTGTTGTGGTCCCCAAGTATCACCTTCCAATTTCTGGGAGCAl 
iGTGCTCTGGCCGli GATCCTTGCCGCGCGGATAAAAAC (SEQ ID NO.: 8445) 

The sequence was submitted to RepeatMasker, but no repetitive sequences were 
found. The sequence shown above was used to design the two 50-mer probes using 
Array Designer as described above. The probes are shown in bold typeface in the 
sequence depicted below. The probe in the sequence is oligonucleotide number 6415 
(SEQ ID NO.: 6415) in Table 8 and the complementary probe is oligonucleotide number 
6805 (SEQ ID NO.:6805). 

CAGGTCACACAGCACATCAGTGGCTACATGTGAGCTCAGACCTGGGTCTGCTGCTGTCT 
GTCTTCCCAATATCCATGACCTTGACTGATGCAGGTGTCTAGGGATACGTCCATCCCCG 
TCCTGCTGGAGCCCAGAGCACGGAAGCCTGGCCCTCCGAGGAGACAGAAGGGAGTGTCG 
GACACCATGACGAGAGCTTGGCAGAATAAATAACTTCTTTAAACAATTTTACGGCATGA 
AGAAATCTGGACCAGTTTATTAAATGGGATTTCTGCCACAAACCTTGGAAGAATCACAT 
CATCTTANNCCCAAGTGAAAACTGTGTTGCGTAACAAAGAACATGACTGCGCTCCACAC 
ATACATCATTGCCCGGCGAGGCGGGACACAAGTCAACGACGGAACACTTGAGACAGGCC 
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TACAACTGTGCACGGGTC^GAAGC^GTTTAAGCC^TACTTGCTGCAGTGAGACTACAT 
TTCTGTCTATAGAAGATACCTGACTTGATCTGTTTTTCAGCTCCAGTTCCCAGATGTGC 

<r GTCAAGGGTCTACACG 

GTGTTGTGGTCCCCAAGTATCACCTTCCAATTTCTGGGAG- - -> 
CACAACACCAGGGGTTCATAGTGGAAGGT TAAAG- 5 ' 

CAGTGCTCTGGCCGGATCCTTGCCGCGCGGATAAAAACT- > 
ConjBrmation of probe sequence 

Following probe design, each probe sequence was confirmed by comparing the 
sequence against dbEST, the UniGene cluster set, and the assembled human genome 
using BLASTn at NCBL Alignments, accession numbers, gi numbers, UniGene cluster 
numbers and names were examined and the most common sequence used for the probe. 
The final probe set was compiled into Table 8. 

Example 22 - Production of an array of 8000 spotted 50i?ier oligonucleotides 
We produced an array of 8000 spotted 50mer oligonucleotides. Examples 20 and 
21 exemplify the design and selection of probes for this array. 

Sigma-Genosys (The Woodlands, TX) synthesized un-modified 50-mer 
oligonucleotides using standard phosphoramidite chemistry, with a starting scale of 
synthesis of 0.05 |xmole (see, e.g., R. Meyers, ed. (1995) Molecular Biology and 
Biotechnology: A Comprehensive Desk Reference) . Briefly, to begin synthesis, a 3' 
hydroxyl nucleoside with a dimethoxytrityl (DMT) group at the 5' end was attached to a 
solid support. The DMT group was removed with trichloroacetic acid (TCA) in order to 
free the 5'-hydroxyl for the coupling reaction. Next, tetrazole and a phosphoramidite 
derivative of the next nucleotide were added. The tetrazole protonates the nitrogen of the 
phosphoramidite, making it susceptible to nucleophilic attack. The DMT group at the 5'- 
end of the hydroxyl group blocks further addition of nucleotides in excess. Next, the 
inter-nucleotide linkage was converted to a phosphotriester bond in an oxidation step 
using an oxidizing agent and water as the oxygen donor. Excess nucleotides were filtered 
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out and the cycle for the next nucleotide was started by the removal of the DMT 
protecting group. Following the synthesis, the oligo was cleaved from the solid support. 
The oligonucleotides were desalted, resuspended in water at a concentration of 100 or 
200 jiM, and placed in 96-deep well format. The oligonucleotides were re-arrayed into 
Whatman Uniplate 384-well polyproylene V bottom plates. The oligonucleotides were 
diluted to a final concentration 30 pM in IX Micro Spotting Solution Plus 
(Telechem/arrayit.com, Sunnyvale, CA) in a total volume of 15 jil. In total, 8,031 
oligonucleotides were arrayed into twenty-one 384-well plates. 

Arrays were produced on Telechem/arrayitcom Super amine glass substrates 
(Telechem/arrayitcom), which were manufactured in 0.1 mm filtered clean room with 
exact dimensions of 25x76x0.96 mm. The arrays were printed using the Virtek 
Chipwriter with a Telechem 48 pin Micro Spotting Printhead. The Printhead was loaded 
with 48 Stealth SMP3B TeleChem Micro Spotting Pins, which were used to print 
oligonucleotides onto the slide with the spot size being 110-115 microns in diameter. 
Example 23- Amplification, labeling, and hybridization of total UNA to an 
oligonucleotide microarray 

Amplification, labeling, hybridization and scanning 

Samples consisting of at least 2 jug of intact total RNA were further processed for 
array hybridization. Amplification and labeling of total RNA samples was performed in 
three successive enzymatic reactions. First, a single-stranded DNA copy of the RNA was 
made (hereinafter, "ss-cDNA"). Second, the ss-cDNA was used as a template for the 
complementary DNA strand, producing double-stranded cDNA (hereinafter, "ds-cDNA, 
or cDNA"). Third, linear amplification was performed by in vitro transcription from a 
bacterial T 7 promoter. During this step, fluorescent-conjugated nucleotides were 
incorporated into the amplified RNA (hereinafter, "aRNA")- 

The first strand cDNA was produced using the Invitrogen kit (Superscript II). 
The first strand cDNA was produced in a reaction composed of 50 mM Tris-HCl (pH 
8.3), 75 mM KC1, and 3 mM MgCl 2 (lx First Strand Buffer, Invitrogen), 0.5 mM dGTP, 
0.5 mM dATP, 0.5 mM dTTP, 0.5 mM dCTP, 10 mM DTT, 10 U reverse transcriptase 
(Superscript n, Invitrogen, #18064014), 15 U RNase inhibitor (RNAGuard, Amersham 
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Pharmacia, #27-0815-01), 5 pM T7T24 primer 
(5'-GGCCAGTGAATTGTAATACGACT 

TTTTTTTTTTTT-3'), (SEQ ID NO.:8831) and 2 jig of selected sample total RNA. 
Several purified, recombinant control mRNAs from the plant Arabidopsis thaliana were 
added to the reaction mixture: 20 pg of CAB and RCA, 14 pg of LTP4 and NAC1, and 2 
pg of RCP1 and XCP2 (Stratagene, #252201, #252202, #252204, #252208, #252207, 
#252206 respectively). The control RNAs allow the estimate of copy numbers for 
individual mRNAs in the clinical sample because corresponding sense oligonucleotide 
probes for each of these plant genes are present on the microarray. The final reaction 
volume of 40 [x\ was incubated at 42°C for 60 min. 

For synthesis of the second cDNA strand, DNA polymerase and RNase were 
added to the previous reaction, bringing the final volume to 150 jd. The previous 
contents were diluted and new substrates were added to a final concentration of 20 mM 
Tris-HCl (pH 7.0) (Fisher Scientific, Pittsburgh, PA #BP1756-100), 90 mMKCl 
(Teknova, Half Moon Bay, CA, #0313-5Q0) , 4.6 mM MgCl 2 (Teknova, Half Moon Bay, 
CA, #0304-500), 10 mM(NH4)2S0 4 (Fisher Scientific #A702-500)(lx Second Strand 
buffer, Invitrogen), 0.266 mM dGTP, 0.266 mM dATP, 0.266 mM dTTP, 0.266 mM 
dCTP, 40 U R coli DNA polymerase (Invitrogen, #18010-025), and 2 U RNaseH 
(Invitrogen, #18021-014). The second strand synthesis took place at 16°C for 120 
minutes. 

Following second-strand synthesis, the ds-cDNA was purified from the enzymes, 
dNTPs, and buffers before proceeding to amplification, using phenol-chloroform 
extraction followed by ethanol precipitation of the cDNA in the presence of glycogen. 
Alternatively, a silica-gel column is used to purify the cDNA (e.g. Qiaquick PCR cleanup 
from Qiagen, #28104). The cDNA was collected by centrifugation at >10,000 xg for 30 
minutes, the supernatant is aspirated, and 150 jal of 70% ethanol, 30% water was added to 
wash the DNA pellet. Following centrifugation, the supernatant was removed, and 
residual ethanol was evaporated at room temperature. 

Linear amplification of the cDNA was performed by in vitro transcription of the 
cDNA. The cDNA pellet from the step described above was resuspended in 7.4 yl of 
water, and in vitro transcription reaction buffer was added to a final volume of 20 \il 
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containing 7.5 mM GTP, 7.5 mM ATP, 7.5 mM TTP, 2.25 mM CTP, 1.025 mM Cy3- 
conjugated CTP (Perkin Elmer; Boston, MA, #NEL-580), lx reaction buffer (Ambion, 
Megascript Kit, Austin, TX and #1334) and 1 % T7 polymerase enzyme mix (Ambion, 
. Megascript Kit, Austin, TX and #1334). This reaction was incubated at 37°C overnight. 
Following in vitro transcription, the RNA was purified from the enzyme, buffers, and 
excess NTPs using the RNeasy kit from Qiagen (Valencia, CA; # 74106) as described in 
the vendor's protocol. A second elution step was performed and the two eluates were 
combined for a final volume of 60 (il. RNA is quantified using an Agilent 2100 
bioanalyzer with the RNA 6000 nano LabChip. 

Reference RNA was prepared as described above, except that 10 jag of total RNA 
was the starting material for amplification, and Cy5-CTP was incorporated instead of 
Cy3CTP. Reference RNA from five reactions was pooled together and quantitated as 
described above. 

Hybridization to an array 

RNA was prepared for hybridization as follows: for an 18mmx55mm array, 20 ^ig 
of amplified RNA (aRNA) was combined with 20 jag of reference aRNA. The combined 
sample and reference aRNA was concentrated by evaporating the water to 5 \i\ in a 
vacuum evaporator. Five jil of 20 mM zinc acetate was added to the aRNA and the mix 
incubated at 60°C for 10 minutes to fragment the RNA into 50-200 bp pieces. Following 
the incubation, 40 fil of hybridization buffer was added to achieve final concentrations of 
5xSSC and 0.20 %SDS with 0.1 jxg/ul of Cot-1 DNA (Invitrogen) as a competitor DNA. 
The final hybridization mix was heated to 98°C, and then reduced to 50°C at 0.1 °C per 
second. 

Alternatively, formamide is included in the hybridization mixture to lower the 
hybridization temperature. 

The hybridization mixture was applied to the microarray surface, covered with a 
glass coverslip (Corning, #2935-246), and incubated in a humidified chamber (Telechem, 
AHC-10) at 62°C overnight. Following incubation, the slides were washed in 2xSSC, 
0.1% SDS for two minutes, then in 2xSSC for two minutes, then in 0.2xSSC for two 
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minutes. The arrays were spun at lOOOxg for 2 minutes to dry them. The dry 
microarrays are then scanned by methods described above. 
Example 24: Analysis of Human Transplant Patient Mononuclear cell SNA 
Hybridized to a 24,000 Feature Microarray. 

Patients who had recently undergone cardiac transplant and were being monitored 
for rejection by biopsy were selected and enrolled in a clinical study, as described in 
Example 11. Blood was drawn from several patients and mononuclear cells isolated as 
described in Example 8. The rejection grade determined from the biopsy is presented in 
Table 9 for some of the patient samples. Four samples (14-0001-2, 14-0001-3, 14-0005-1 
and 14-0005-2) from one center were selected for further examination. Two sets of 
paired samples were available that allowed comparison of severe rejection (rejection 
grade 3A) to minimal or no rejection (rejection grade 1 or 0). These two groups are 
designated "high rejection grade" and "low rejection grade", respectively. 

Additional RNA was isolated from the mononuclear cells of enrolled cardiac 
allograft recipients as described in Example 8. The yield of RNA from 8 ml of blood is 
shown in Table 9, below. 

1 or 2 jig of total RNA was amplified by making cDNA copies using a T7T24 
primer and subsequent in vitro transcription, as described in Example 23. This "target" 
amplified RNA was labeled by incorporation of Cy3-conjugated nucleotides, as described 
in Example 23. The amplified RNA was quantified by analysis at A260 on a 
spectrophotometer. 

Hybridization to the 8,000 probe (24,000-feature) microarray (described in 
Examples 20-22) was performed essentially as described in Example 23. 20 \ig of 
amplified and labeled RNA was combined with 20 jag of R50 reference RNA that was 
labeled and prepared as described in Example 9. 

The sample and reference amplified and labeled RNAs were combined and 
fragmented at 95°C for 30 min, as described in Example 23. The fragmented RNA was 
mixed with 40 \i\ of hybridization solution (to bring the total to 50 jal) and applied to the 
8,000-probe, 24,000-feature microarray and covered with a 21mmx60mm coverslip. The 
arrays were hybridized overnight and washed as described in Example 23. 
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Once hybridized and washed, the arrays were scanned as described in Example 
23. The full image produced by the Agilent scanner G2565AA was flipped, rotated, and 
split into two images (one for each signal channel) using TIFFSplitter (Agilent, Palo 
Alto, CA). The two channels are the output at 532 nm (Cy3-labeled sample) and 633 
nm(Cy5-labeled R50). The individual images were loaded into GenePix 3.0 (Axon 
Instruments, Union City, CA) and the software was used to determine the median pixel 
intensity for each feature (Fj) and the median pixel intensity of the local background for 
each feature (B*) in both channels. The standard deviation (SDFi SDBj) for each is 
also determined. Features for which GenePix could not discriminate the feature from the 
background were "flagged", and the data were deleted from further consideration. 

From the remaining data, the following calculations were performed. 

The first calculation performed was the signal to noise ratio: 

' SDB i 

All features with a S/N less than 3 in either channel were removed from further 
consideration. All features that did not have GenePix flags and passed the S/N test were 
considered usable features. The background-subtracted signal (hereinafter, "BGSS") was 
calculated for each usable feature in each channel (BGSSi=Fj-Bj). 

The BGSS was used for the scaling step within each channel. The median BGSS 
for all usable features was calculated. The BGSSj for each feature was divided by the 
median BGSS. The median BGSS for the scaled data then became 1 for each channel on 
each array. This operation did not change the distribution of the data, but did allow each 
to be directly compared 

The scaled BGSSi (Si) for each feature was used to calculate the ratio of the Cy3 
to the Cy5 signal: 

R = Cy3S > 
' CySS t 
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The ratio data from the triplicate features were combined for each probe on the 
array. If all three features were still usable, their average was taken (R^) and the 
coefficient of variation (hereinafter "CV") was determined. If the CV was less than 15%, 
the average was carried forward for that probe. If the CV was greater than 15% for the 
triplicate features, then the average of the two features with the closest R„ values were 
used. If there were only two usable features for a given probe, the average of the two 
features was used If there was only one usable feature for a given probe, the value of 
that feature was used. 

The logarithm of the average ratio was taken for each probe (log Rp). This value 
was used for comparison among arrays. For comparison of gene expression in high 
rejection grade patients to gene expression from low rejection grade patients, the average 
was taken for each probe for hybridizations 107739 and 107741 (high rejection grades) 
and 107740 and 107742 (low rejection grades). Since there were only two patients, each 
with a change from high to low rejection grade, there should be less variability in the data 
than if all four samples were from different patients. The results of this comparison were 
plotted in Figure 9. The X-axis is the high rejection grade average (the average of each 
probe for hybridizations of samples from high rejection grade patients) and the Y-axis is 
the low rejection grade average. There was complete data for 5562 probes, all plotted in 
Figure 9. Each "point" in the graph corresponded to a probe on the microarray. 

A "cluster" of points were shaded in white. Points within the cluster represented 
genes with expression that is not significantly changed from one sample group to the 
other. The far ends of the cluster corresponded to genes that are expressed at either low 
or high levels in each group. 

Outlier points, corresponding to genes with differential expression between high 
and low rejection grade patients, were shaded black and are further described in Table 10. 
There was one point above the cluster (indicating that expression was relatively higher in 
the low rejection grade than in the low rejection grade), and 7 points below the cluster 
(indicating that expression was relatively higher in the high rejection grade than in the 
low rejection grade). 
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Many of the differentially expressed genes had unknown or poorly described 
functions. One, corresponding to probe number 8091, was known in the public databases 
only as a predicted mRNA and protein. 

Using the data from samples 107739 (Grade 3 A rejection) and 107742 (Grade 0), 
a scaled ratio of sample (Cy3) to reference (Cy5) expression was determined using the 
same techniques. The ratio of was taken of these scaled ratios, denoted '"the ratio of 
scaled ratios (hereinafter, "SR"). Replicate features were not combined and all probes 
with S/N < 3 in either channel were filtered out. Some probes with differential 
expression between these two samples are shown in Figure 10. In this Figure, the probes 
are sorted from the top to the bottom by relative expression in the first grade 0 sample vs 
grade 3A (ratio of SRs, grade 0/3 A). 

Diagnostic accuracy for sample classification is determined using additional 
samples and suitable methods for correlation analysis. 

Comparing Figure 10 and Table 10, genes of particular interest include those 
corresponding to SEQ ID NO:2476, SEQ ID NO: 2407, SEQ ID NO:2192, SEQ ID NO: 
2283, SEQ ID NO:6025, SEQ ID NO: 4481, SEQ ID NO:3761, SEQ ID NO: 3791, SEQ 
ID NO:4476, SEQ ID NO: 4398, SEQ ID NO:7401, SEQ ID NO: 1796, SEQ ID 
NO:4423, SEQ ID NO: 4429, SEQ ID NO:4430, SEQ ID NO: 4767, SEQ ID NO:4829 
and SEQ ID NO: 8091. 
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Table 1 



Disease Classification 


Disease/Patient Group 


Cardiovascular Disease 


Atherosclerosis 




Unstable angina 




Myocardial Infarction 




Restenosis after angioplasty 




Congestive Heart Failure 




Myocarditis 




Endocarditis 




Endothelial Dysfunction 




Cardiomyopathy 




Cardiovascular drug use 


Endocrine Disease 


Diabetes Mellitus I and II 




Thyroiditis 




Addisson's Disease 


Infectious Disease 


Hepatitis A t B, C, D, E, G 




Malaria 




Tuberculosis 




HIV 




Pneumocystis Carinii 




Giardia 




Toxoplasmosis 




Lyme Disease 




Rocky Mountain Spotted Fever 




Cytomegalovirus 




Epstein Barr Virus 




Herpes Simplex Virus 




Clostridium Dificile Colitis 




Meningitis (all organisms) 




Pneumonia (all organisms) 




Urinary Tract Infection (all organisms) 




Infectious Diarrhea (all organisms) 




Anti-infectious drug use 


Angiogenesis 


Pathologic angiogenesis 




Physiologic angiogenesis 




Treatment induced angiogenesis 




Pro or anttengiogenic drug use 


Inflammatory/Rheumatic 


Rheumatoid Arthritis 




Systemic Lupus Erythematosus 




Sjogrens Disease 




CREST syndrome 




Scleroderma* 




Ankylosing Spondylitis 




Crohn's 




Ulcerative Colitis 




Primary Sclerosing Cholangitis 
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Table 1 (continued) 



Disease Classification 


Disease/Patient Group 


Inflammatory/Rheumatic 


Appendicitis 




Diverticulitis 




Primary Biliary Sclerosis 




Wegener's Granulomatosis 




Polyarteritis nodosa 




Whipple's Disease 




Psoriasis 




Microscopic Polyanngiitis 




Takayasu's Disease 




Kawasaki's Disease 




Autoimmune hepatitis 




Asthma 




Churg-Strauss Disease 




Beurger's Disease 




Raynaud's Disease 




Cholecystitis 




Sarcoidosis 




Asbestosis 
Pneumoconioses 




Antiinflammatory drug use 


Transplant Rejection 


Heart 




Lung 




Liver 




Pancreas 




Bowel 




Bone Marrow j 




Stem Cell 




Graft versus host disease 




Transplant vasculopathy 




Skin 




Cornea 




ImmunosuDressive dmo use 


Malinnanf Disorders 


Leukemia 




Lymphoma 




Carcinoma 




Sarcoma 


Neurological Disease 


Alzheimer's Dementia 




Pick's Disease 




Multiple Sclerosis 




Guillain Barre Syndrome 




Peripheral Neuropathy 
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Table 2: Candidate genes, Database mining 



Unigene dusters are listed. 



CD50 


Hs 99995 


CD70 = CD27L 


Hs.99899 


MTjP 

lYJJL/Vv 


Hs 97203 


CD3z 


Hs.97087 


prno 


He 06093 




He Q5388 




xis.yjjz / 




Hs.9456 


interleukin 6 


Up oion 
xis.yjyi j 


phospholipaseA2 


Hs.93304 


Human mRNA for KIAA0128 gene, partial 
cds. 


Hs.90998 




u c 001 


Ileal allUUK. / \Jj\U pi ULclil lr\ 


He 8007 


i Xjtvz reccpiur 


He 80887 


frafjilp "V mpnfnl rpfnrHntton nrntpin ^ PPwl R _ 
XlagilC IJiClluU. JCuuUallUil pruicul ^TAVixv* 


Hq 80764 


pn?o 


He 80751 

XlO.OJr f J L 


RNA-7R 

LjIN.T\ / o 


He 80714 
n».o7 / i*t 


TT -9 


He 80670 i 
xia.ojro / y 


PTi70ri 
\sU i yu 


Hq 80575 


pr>9 


He 80476 


SDF-1=CXCR4 


Hs 89414 

Jl 13.U7T I " 


CD61 


He 87140 


TFN-p 


Hs.856 


PD34 


He 85980 

Xla.O JX07 


CD 104 


He 85966 


CD8 


He 85958 


TfiF-1 

1VJ1 1 


He 851 19 
Xla.O J 1 JLZ 


CD 103 


Hs.851 


1L-13 


H<; 845 


RPA1 


Hs 84318 


CD74 


He 84908 


PD132 ^ 


He 84 


CD18 


He 83068 
xia.o-jyQo 


Pathpnein K" 


He 83049 




He 838 


CD46 


Hs.83532 


NFKB1 


Hs.83428 


IL-18 


Hs.83077 


interleukin 14 


Hs.83004 


L-selectin = CD62L 


Hs.82848 


CD107b 


Hs.8262 


CD69 


Hs.82401 


CD95 


Hs.82359 


CD53 


Hs.82212 



Homo *»aniens cATVTP rp«nnneivp ^lpmpnt 
binding protein 1 (CREBl) mRNA. 


He 70104 


Nucleolin (NCL) 


Hs.79110 


MAPK14 


Uc 70 107 
no, i «7 iuf 


CD100 


Hs.79089 


OX-2 


JtlS. Iy\j 10 


PPNA 


rlS. /oVyo 




Tip 7QOAQ 

JriS. /oVUV 


GRO-a 


Hs.789 


PT">w39A 


Hs.78864 


H.sapiens mRNA for herpesvirus associated 
UDiquiiTQ-spcciiic protease ^HAUorj. 


Hs.78683 


CD41b = LIBSl 


Hs.785 


a my a i n prn 


TT„ 7POOC 


PTi31 


rlS./(SI4o 


Hnmn eanipne TFT3P 1 ! fTRT?! V-intprartiniT 

mirlpnr fart/vr 9 rTrKTP9^ mftXJA 
JlLU/lCai latiur Z miNr^J, IIlXvlNrt.. 


He 7707 

us. / /y/ 


mninr riietncnrnnntihilitv rnmnl av r»1aec T 
uiajui luaiAs uuiiipcui uiiiijr cuiiijjica., daaa l, O 


He 77Q61 


LOX1 


He 77790 


maior histocnrtinatihilitv mmnlpv rlnee TT 


He 77S99 


CD64 


He 11 Aid 


CD71 


He 77^56 
lia. / / j ju j 




He 7705/1 


HLA-DRA 


He 76807 
lu. r UOU/ 


CD 105 


He 767 S3 

Xla. / U / J O 




He 76601 

fid. / UU7 X 


TNF-alnha 


He 76507 


LCP1 


1 IO. / UJUU 


TMSB4X 


He 75068 
xia. / J7UO 


PAI2 


Hs 75716 


MBP-lb 


Hs.75703 


CD58 


He 75696 


CD36 


He 75613 
xia. / juij 


hnRNP A2 / hnRNP Bl 

1 It 1 AVI 1 J. 4m d m 1 f mix i ^ X ±J A 


He 75508 
xia. / JJ70 


CD124 


He 75545 


MIP-3a 


He 75408 
xia. / j^yo 


heta-9 -tn i r rnal nhi i 1 i ti 

Utia ^ 11111*1 Uj^ilsUUllll 


He 75d1 5 
xia. / Jtu 


FPR1 


He 753 
xia. / jj 


Topo2B 


Hs.75248 


interleukin enhancer binding factor 2, 45kD 


Hs.75117 


chloride intracellular channel 1 


Hs.74276 


EGR3 


Hs.74088 


MUM a 


Hs.73817 


CD62P = p-selectin 


Hs.73800 


CD21 


Hs.73792 


APE 


Hs.73722 


DL12Rb2 


Hs.73165 
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Table 2: Candidate 



riunian jympnocyie specjiiL lnicr iei un 
regulatory racior/interTeron regulatory iacior 
4 (LoJUvr/lKr4; IXlKiNA, complete COS. 


He R91 X) 


IL-16 


Hs.82127 


tat ix 


Hq 82113 


UDwizia 


We R7 1 1 9 
rlS.oZl 1Z 


DAI 1 


He R90RS 


lOr-DKZ 


He R709R 


pni 1 T 
LJJ1 1 / 


He R1A6S 
xlS.O lOOJ 


TTT A HUD 1 


Un O 1 A 

riS.ol4 


NFKBIA 


Hs.81328 




riS.olZZo 


TT IDA 

1L-1 KA I 


tic SLWXA 


I Til 130Q /D AT^<13\ 


no.o i i 


Lyn 


Hs.80887 


CTAT4 

ol A14 


He 8fifwl9 


UdUZa ^ivAIJOA/ 


no.ouo iz 


Fractalkine 


He R0490 


IK cytokine, down-regulator of HLA II 


Hs.8024 




He 

lib. 


L/jj/ya 


He 7QfrtO 
Jib. /y\}j\j 




He 7QA9 
rib. /7**z 


nuclear factor, interleukin 3 regulated 


Hs.79334 I 




He 70107 


DC-CK1 


Hs. 16530 


CCR7 


Hs.1652 


TLR4 


Hs.1 59239 


EST 


Hs. 158975 


EST 


Hs.158966 


T?o r r 
Jcol 


He 1 SRQ£S 

ns. iDoyoj 


EST 


Hs.158943 


Hoi. 


He 1 SRRQA 


col 


He 1 SRR77 
ris. 1 DOo / / 


Hoi 


He 1 S7R1 S 
US. ID /ola 


EST 


Hs.157813 


ESTs 


Hs 157569 


immunoglobulin kappa constant 


Hs.156110 


INPP5D 


Hs.1 55939 


C3AR1 


Hs. 155935 


PRKDC 


Hs.1 55637 



, Database mining 



NFKB2 


Hs 73090 


1-309 


Hs.72918 


liuiJuuiiugiuuuLLu. super idiniiy, memuer *t 


He 70^37 


TT -3 


He 




He fiRQ^ 






ptmot 


ris.ojz 


n 1 ip 

ILri IK 


JiS.04oiU 


Homo sapiens toll-like receptor 2 (TLR2) j 
rnisiNA. 


Hs.63668 


icrriLiii xi uiidiii 


riS.0Zyj4 


TT R 


He ^94 


i issue r acior 


ris.oziyz 


F-box only protein 7 


Hs.5912 


CD5 


He SRfiR*5 


guanine nuvictJtiuc Dinuing pruiem ^vj 
piuicwj, ucia puiypepiiuc z-iiivc 1 


He S/>A7 
rlS.jOOZ 




He SddfiO 


nci 


Hs.54452 


CCR1 


He Slfi 


Hnmn eanipne TRAIT rpppntnr 7 mR'NA 

complete cds. 


He SI 9^^ 


CD 11c 


He SI 077 


CD66a 


Hs.50964 


JAK1 




Homo sapiens programmed cell death 4 

\X J-/^JL/*T )) 1I1XVLN/T.. 


Hs. 100407 


SCYB13 (CXCL13) 


Hs.1 00431 


SMAD7 


Hs. 100602 


RAD51L1 (RAD51B) 


Hs.100669 


PPARG 


Hs.100724 


trjuicpfiritioTi •fiaptrtt* *\ /^R9 A irnrnnr»rvo1rtV»iiHT» 
ucuioui ijjiiuii laviui j iniiiiLuiugiuuuiUi 

Ptihanrpr hinHina fartnre T•17/P47^ 
diiiaiii/Ci umumg lai/iuis i&j Erf t j 


He 101047 
ns. i u l uf / 


major histocompatibility complex, class I- 

like epniipnrp ■ 


Hs.101840 


immnnnolnhiilin ennprfamilv rnntnintn<7 
iiimiuimyuuuim oupti icuiiiij i*uiiiciiiiiiig 

Ieucine-rich repeat 


He 109171 


CD 166 


10247 

ild. X Ua<" / 


liuiuDidoi uupuinyusin iivuv yyij 


He 109R94 
ns. i i/zozh 


interleukin 1 receptor-like 2 


Hs.1 02865 


GTF2H4 


Hs. 102910 




Hs.10326 


Human ITAC(IBICK) 


Hs.1 03982 


novel protein with MAM domain 


Hs.1 043 11 


ESTs, Weakly similar to interleukin 
enhancer binding factor 2 fH.sapiensl 


Hs.105125 
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MHC class II HLA-DRw53-associated 
glycoprotein i 


Hs.155122 


y^Lf I j 


na. ijj7J£ 


CD37 


Hs. 153053 


IFNAR1 


Hs.1513 


Homo sapiens solute carrier family 2 1 
(organic anion transporter), member 1 1 
(SLC21A1 1), mRNA. 


HS.145UD 




t t_ t AHCf\n 

Hs.l4oo27 


SET translocation (myeloid leukemia- 
associated) 


Hs. 145279 


tot 

EST 


TJT— 1 A A 1 1 f\ 

Hs.144119 


ESTs 


Hs. 143534 


S1AT3 




CD96 


Hs. 142023 


LD2J 


HS.1410 


EGR2 


Hs.1395 


CUWo4 


xlS.ij /j4o 


CD55 


Hs.1369 


EST 


Hs.135339 




TT C iq/fO 

rlS.l 5*Yy 


cot 


HS.1 55 1 /D 


CDla 


Hs.1309 


rrii ft 


TJ e lOQQ 


HVEM 


Hs.129708 




Uo 100ft 


C6 


Hs.1282 


C1R 1 


Hs.1279 


IT 1L 

1L-1D 


HS. 120200 




HS. 1244 




Hs. 12305 


nomo sapiens vanin z ^vjninzj miuNA. 


Uc nil no 
ris.izi 1U2 


rlspiu 


He 1 1Q7 




ris. 1 1 "OOj 


OLD I 


TT- 1 1 Of n 


CD49a 


Hs.l 16774 


CD72 


Hs.116481 


HLA-DMB 


Hs.1162 


MCP-4 


Hs. 11383 




Hs.l 11554 



Homo sapiens clone 24686 mRNA 


Hs.105509 




Up Ift^lO 

HS.IUjjjZ 


Homo sapiens granulysin (GNLY), 
trans cnpi vanani jiy, niKJNA. 


Hs.105806 


CD77 


Hs.105956 


KU iUN/\-Duiuing protein 


tj_ 1 ruzf\/z 1 

Hs.lUoUol 




Hs.106673 




Hs.10669 


Homo sapiens clone 24818 mRNA 
sequence. 


Hs. 106823 




Hs. 106826 




Hs.10712 




Hs. 107 149 


hypothetical protein 


Hs.l 0729 


Tachykinin Receptor 1 


Hs.1080 


giycopnonn /\ 


TT_ 1/\QJZQA 

HS.10oo94 


Histone Hlx 


Hs.109804 


CD66d 


Hs.ll ! 


lnieneuKin i / 


tt. i 1 rvft/1 ft 

HS.l 1UU4U 




Up 1 1 ft 1 1 1 

HS.llUlol 


major histocompatibility complex, class I, F 


Hs.l 10309 


JKHV 1 


nS.nUo4/ 


HCR 


Hs.1 10746 


V Wr 


Up 1 1 ftOftO 

HS.l IUoUZ 


high affinity immunoglobulin epsilon 
receptor beta subunit 


Hs.11090 


interleukin 22 receptor 


Hs.110915 




TT. -i i noTo 
HS.ll 0978 


Homo sapiens ubiquitin specific protease 6 
(Tre-2 oncogene) (USP6), mRNA. 


tt. iii c\a< 
Hs.l 1 IUoj 




Hs.ll 1128 


IVUVLrZ 


He 1 1 l^fH 

ns. i i iou i 


major rusiocoinpaiiDiiiiy complex, ciass n, - 
DN alpha 


Uo 1 1 1 3 ^ 

HS.l 1 1 5j 


t tup 


Ue 1 1 1 £ 

rlS.l 1 10 


to l s, weaiciy similar to A4 120 j 
interleukin enhancer-binding factor ILF-1 

j n.SapigQb | 


Up 111 QA 1 

HS.ll iy4i 


Homo sapiens STRIN protein (STRIN), 
mRNA. 


Hs.112144 


MSH5 


Hs.1 12193 


TCRg 


Hs.l 12259 




Hs.l 1307 


CMKRL2 


Hs.l 13207 
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ferritin L chain 




lUF-b 


JriS.l IUj 


Homo sapiens ras homo log gene family, 


xis. luyyio 


member H (ARHHJ, mKNA. 




lysosomal alpha-mannosidase (MANB) 


Hs. 108969 




Hs. 108327 


granzymeB 


Hs.1051 


HCC-4 


Hs. 10458 




Hs. 10362 




Hs. 102630 




Hs.101382 


C4BPA 


Hs.1012 


CD125 


Hs.100001 


TERF2 


Hs.100030 


LIG3 


Hs.100299 




Hs.157489 


EST 


Hs.157560 


pot 

EST 


Hs. 157808 


EST 


Hs.157811 




T_T_ 1 C01T7 

Hs.138127 


1 

interleukin 18 receptor accessoryj)rotein 


Hs. 1583 15 


CCR3 


Hs. 158324 


Human DNA sequence from clone CTA- 


Hs.158352 


390C10 on chromosome 22ql 1.21-12.1 




Contams an Immunoglobulin-hke gene and 




a pseudogene similar to Beta Crystallin, 




ESTs, STSs, GSSs and taga and tat repeat 




polymorphisms 




bo is 


Hs.l 58576 




T t_ 1 COOT/I 

Hs.l 58 874 


DJ 1 


rlb.i joo / j 


EST 


Hs. 158876 


EST 


Hs. 158878 


EST 


Hs.l 58956 


EST 


Hs.l 58967 


EST 


Hs.l 58969 


EST 


Hs.158971 


EST 


Hs.158988 



LLKo 


ris. 1 1 3222 


1 11 PA^ 


LJo A -i Q077 


xiuman lalk-j j 


nS.noylb 


RAD51C 


Hs.11393 


myosin, heavy polypeptide 8, skeletal 
muscle, perinatal 


Hs.113973 


CD42a 


Hs.l 144 


TNFRSF11A 


Hs.1 14676 




Hs.l 14931 


MSH4 


Hs. 11 5246 


Homo sapiens dendritic cell 
immunoreceptor (DCIR), mKNA. 


Hs.115515 


REV3L (POLZ) 


Hs.1 15521 


JAK2 


Hs.1 15541 


OPG ligand 


Hs.1 15770 


PCDH12 


Hs.1 15897 




Hs. 166235 


POLE1 


Hs.1 66846 


regulatory factor X, 5 (influences HLA class 
II expression) 


Hs.166891 


PIG-F (phosphatidyl-inositol-glycan class 
F) 


Hs. 166982 


ESTs, Moderately similar to 
ILF1_HUMAN INTERLEUKIN 
ENHANCER-BINDING FACTOR 1 
rH.sapiens] 


Hs.167154 


HLA-DRB6 


Hs: 1673 85 


ret finger protein-like 3 


Hs. 167751 


CD56 


Hs. 167988 


RBT1 


Hs.1 69 138 


APOE 


Hs. 1 6940 1 








Hs. 169470 


MMP12 


Hs.1695 


CD161 


Hs.169824 


tenascin XB 


Hs.169886 




Hs.l 70027 




Hs.170150 


C4A 


Hs. 170250 
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cr\i nrxrcD i 
CD 1 20a— I Nr K- 1 


rlS.I3V 


EOT 

EST 


tj- f rnAAA 

ris.ijyuuu 




ris. l jyui J 


T3CT 

EST 


Hs. 15^025 


EST 


it. i cnncn 

Hs. 159059 


IL18R1 


Hs. 159301 


ftp-3 


Hs. 159494 


CASP8 


Hs.1 59651 


EST 


Hs.159655 


EST 


Hs. 159660 


EST . 


Hs. 159678 


kallikrein 12 (KLK12) 


Hs.159679 


EST 


Hs. 159682 


EST 


tt. i ccs^.o'i 

Hs. 159683 


POT 

Eol 


Hs. 159693 


COT* 

Eol 


Tj„ * fmnr 
HS. 159706 


COT 

Eol 


TT„ 1 COT 1 Q 

HS. 159/10 


orUll 


ns. ioy/o/ 


Hoi 


JtiS.lDy /j4 


COT" 


riS. 100401 


Hoi 


TJp I^A/IAC 

riS.luU40.) 


"DOT 

Hoi 


u„ i/ca/iao 
ris. 100400 




rlS.100410 


EST 


riS.10042.5 


KrAJ 


MS. I DUO 


Ho IS 


ris. i ooy4o 


EST 


Hs. 160956 


IS 


ris.iooy /o 


EST 


Hs.160980 


EST 


Hs. 160981 


ESI 


TJn 1 iTA007 

ris.lo0yo2 


EST 


Hs. 160983 


1 acnykmin Keceptor 2 


lib. 101305 


T3 A T\1 7 /T> A T"\7yf\ 

KADI 7 (RAD24J 


Ule 4C'I Q/l 


Human phosphatidylinositol 3-kinase 
catalytic subunit pi lOaelta mKNA, 
complete cds. 


Hs. 162808 


Human alpha- 1 Ig germline C-region 
membrane-coding region, 3* end 


Up i/ca77i 
riS.lo.32/1 




GCP-2 


Hs.164021 




nii.lOHZo'T 


EST 


Hs. 164331 




Hs. 164427 




Hs.165568 


ER 


Hs.1657 



1 rjJDSr 1 


ns. 1 1 uzdo 




ris. 1 fUZ /4 


Hois, weaKiy similar io /vlui riUMAiN 


it. nnno 
riS. 1 /Vjjo 


ALU SUBFAMILY J SEQUENCE 




/TiXTT A AiTTXT A TTfYM \17 A DXTTXT/"* 

UU1N 1 AM1IN A 1 IUIn WAKJnIINU 




rxiTTivn rrT ~— 1 

ENTRY □ fH.sapiens] 




TJCTe 

Ho IS 


T T„ 1 lAf TO 

Hs. 170578 


COT 

ESi 


Hs. 170579 


ESTs 1 


Hs.170580 


POT 

EST 


Hs. 1705 81 


ESTs 


Hs. 170583 


EST 


Hs.170586 


COT 

Eol 


Hs. 170588 


EST 


Hs. 170589 




Hs. 170772 


■no TV 

EMS | 


Hs. 170786 


TJCT 

Hoi 


tt | 7aaaa 

Hs. 170909 


Hoi 


T T_ I *7AA l r\ 

Hs. 1709 12 


Hoi 


Hs. 170933 


Ho IS 


t t„ ni r\r\A 

Hs. 171004 




TTp 171 AOC 

HS.l / 1 095 


T7QT 
Hoi 


Up 1 T1AAO 

ris.l /iOyo 


Hoi S 


Un 1*71 1A1 

ris.l /J 101 


T3CT 
Ho 1 


HS.l / l 10© 


DCTc 

Ho iS 


Hs.171 1 10 


HolS 


TJfo 1 *71 1 10 

HS. 1/1113 


Ho 1 S 


TT. 171 1 n 

HS.l /l 117 


Ho I 


Un i r;i i in 
ris.l /l 1 19 


Hoi S 


T T_ 1711 OA 

HS.171120 


EST 


Hs.171122 


Hoi 


rj„ 1711 7Q 

Hs.171 123 


FCT 
Cj 1 


ris.l / i 124 


EST 


Hs.171140 


CCT 
Hoi 


TJJ _ 1 7 1 7 1 IT 

Hs.171216 


EST 


Hs.171260 


TJCTe 
HoiS 


TT_ 1717^/1 

Hs. 171264 


PIP 


11- -|7^ CAE. 


P.STq Wpaklv similar to iiriirnirifip/lnniiliTi 

uOiO, VVCoMjf oil 11 1 lui l\J lllllllUllUglUUUlLLl 


171/^07 
nb. i / 107 / 


superfamily member [D.melanogaster] 


1 


UD22 


1 T. 171 7^0 

Hs.171 763 




Hs. 17 1776 


cpma Hrtmain iiriniiinAtylnhiiliTi Homatn fT<»\ 
acuta uuiiiaiu, iiuiiiiuii/gAuuuiiu u villain 


u Q 171071 


short basic domain, secreted, (semaphorin) 




3C 




interleukin 1 1 


Hs.1721 


CDllb 


Hs. 172631 


EST, Highly similar to APS [H.sapiensl 


Hs. 172656 


ALK1 


Hs. 172670 
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co I , rii£niy similar io Jivizo i n. sapiens i 


na.lUj /ul 


EST 


Hs. 165702 


CO 1 


no. iKjjt v/*r 


Col 


ni.iuj / ja 


regulatory factor X, 3 (influences HLA class 
II expression) 


Hs. 1660 19 


LIG4 


Hs.166091 


XiNror Io 


He 1Q7 


EST 


Hs.248228 


H.sapiens rearranged gene for kappa 
immunoglobulin subgroup V kappa IV 


11S.Z4B /DO 


caspase 1, apoptosis-related cysteine 
protease (interleukin 1 , beta, convertase) 


Hs.2490 


col 


riS.J. £ *y\)D 1 


TTVTUDC171 n A 

INrKor 1UA 

• 


He Qfi 


immunoglobulin lambda variable 3-10 


Hs.249208 


Homo sapiens mRNA for single-chain 
antibody, complete cds 


Hs.249245 


EST 


Hs.250473 


ESTs 


Hs.250591 


ESTs 


Hs.250605 




Hs.25063 


Human DNA sequence from clone RP1- 
149A16 on chromosome 22 Contains an 
IGLC (Immunoglobulin Lambda Chain C) 
pseudogene, the RFPL3 gene for Ret finger 
protein-like 3, the RFPL3S gene for Ret 
finger protein-like 3 antisense, the gene for 
a novel Immunoglobulin Lambda Chain V 
family protein, the gene for a novel protein 
similar to mouse RGDS (RALGDS, 
RALGEF, Guanine Nucleotide Dissociation 
Stimulator A) and rabbit oncogene RSC, the 
gene for a novel protein (ortholog of worm 
F16A1 1.2 and bacterial and archea-bacterial 
predicted proteins), the gene for a novel 
protein similar to BPI (Bacterial 
Permeability-Increasing Protein) and rabbit 
LBP (Liposaccharide-Binding Protein) and 
the 5' part of a novel gene. Contains ESTs, 
STSs, GSSs and three putative CpG islands 


Hs.250675 


ACE 


Hs.250711 


TREX2 


Hs.251398 





HS.I /ZO /4 


CD123 


Hs.172689 


LjiD 1 O 


xlS. 1 /ZoZZ 


PnllaT 


HS.l I Ay AO 




Hs. 172998 




Hs.173081 


. — r ; tz ; — : r— — — 

myosin, heavy polypeptide 3, skeletal 

muscle, embryonic 


0« 1 T2(\OA 

Hs. 1 /JUo4 




Hs.173201 


Mecuterranean tever Qjvicr V) 


Hs.173730 




Hs,173749 


interleukin 1 receptor accessory protein 


IT. | T*) o OA 

Hs.l 73880 


COT WanlrKr rtvnJIor +a DT 11 "LIT TX A A VT 

Co i , weaKiy similar to ivcii human 

OUo KlbUoUMAL* rKU I clN. L, 1 3 
[H.sapiens] 


Hs. 174231 


EST 


Hs. 174242 


EST 


Hs. 174300 


EST 


Hs. 174634 


EST 


Hs. 174635 


EST 


Hs.174650 


EST 


Hs. 174673 


EST 


Hs.174716 


EST 


Hs. 174740 


EST 


Hs.174778 
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Human DNA sequence from clone 1 170K4 

on rhrnmncnmp 99n19 9-1*? 1 Contains 

three novel genes, one of which codes for a 
Trypsin family protein with class A LDL 
receptor domains, and the IL2RB gene for 
lnterleukin 2 Receptor, Beta (1L-2 Receptor, 
CD122 antigen). Contains a putative CpG 
island, ESTs, and GSSs 


Hs.251417 


EST 


Hs.251539 




Pfc 9^1 SAfi 
rlS. ZD 1 J*fU 


C3 


Hs.251972 


EST 


Hs.252273 


DOT 

no x 




pCTe JV/Trtrforatf* Iv ci'milcir tr\ 

c>o i ivioucraicijr buniiar iu 
T2DT_HUMAN TRANSCRIPTION 

oU-dupui i ri. sapiens i 


H* 959R67 


FST Mnrferatelv similar tn RS2 HITMAN 
I xi. sapiens i 


Hs 253150 


FST 

DO J. 


Hs 253151 


JCO 1 


Hs 9531 54 




Hs 9^3165 

ilO^^JJ 1UJ 


EST 


Hs 253166 


EST 


Hs.253167 


i_f O 1 


Hs 953168 


PCT 

A-ykJ X 


Hs 253169 


int<=»r1f»iiVin 1 r(*Of*T\triT hmp IT 
illlCl ICLUVlil J ICvCfJlUI, vjrpC 11 


Hs 25333 




Hs 25361 


EST 


Hs.253742 


EST 


Hs.253743 


EST, Weakly similar to AF161429J 

H<5PP3 1 1 1T4 csmipncl 


Hs.253744 


FST 


Hs 953747 


EST 


Hs.253748 


EST 


Hs 953753 


C»0 1 , IVlUUCIalCiy bUUlial IU 

Al TIS T-TTTMAlsJ AT IT ^TTRFAMTT Y SP 

SEQUENCE CONTAMINATION 
w AJviNirso iMNiKiu iri. sapiens i 


Hs 9541 OR 




Ho. 9*>4Q4fl 


CO 1 o 


Hs 95501 1 


EST 


Hs.255118 


EST 


Hs.255119 


EST 


Hs.255123 


EST 


Hs.255129 


EST 


Hs.255134 


EST 


Hs.255135 


EST 


Hs.255139 



EST 


Hs. 174779 


EST, Weakly similar to RL13_HUMAN 
60S RIBOSOMAL PROTEIN L13 
TH.sapiensl 


Hs.174780 


fi£T A A 003 3^ for OP F narfial r>r1c 

{l\a/\j\\jvjj) ior L^Jvr, paruai cas. 






Hs. 175270 


EST 


Hs. 175281 


FST 


tie 17S30O 


EST 


Hs 17533ft 


EST 


Hs 175388 




Hs 175437 

Aid. A / <J"-fJ 1 


RST Weaklv similar to salivarv nroline-rich 
nrnfein nrecursnr fT-T sanipnsl 


Hs 175777 


EST 


Hs 175803 

AID. A / JWu J 


ESTs 


Hs 176337 

11 j, A / uJj / 


EST 


Hs. 176374 


EST 


Hs 176380 


EST 


Hs 176404 


EST 


Hs 176406 


LCK 


Hs 1765 

i to. i i yj\j 


LIG1 


Hs.1770 


EST 


Hs.177012 


PERB1 1 family member in MHC class I 

rpoinn 


Hs. 17704 


FST 

JL»0 1 


Hs 17714^ 


EST 


Hs. 177209 




Hs 177376 




Hs 177461 

i ia. a / / ~v i 


CD0Q 


Hs 1 77543 

Ha. l/i •J*tJ 


PMS2 


Hs 177548 


human calmodulin 


Hs. 177656 




Hs.177712 


Homo sapiens immunoglobulin lambda 
gene locus DNA, clone:288A10 


Hs. 178665 




Hs.178743 


EST 


Hs. 179008 


EST 


Hs. 179070 


EST 


Hs.179130 
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EST 


Hs.255140 


PQTc 
Co I S 


He 755149 


■POT 
CO 1 


He 9SS 1 50 


FQT 


Hs 255152 


PQTe 
CO lb 


Hs 255153 


CO IS 


He 0551 57 


ESTs 


Hs.255171 


T7QT 
CO 1 


tin 75X177 
HS./ Jj 1 /Z 


Co l , jvioaerateiy similar to 


He 7 5 51 7/1 
HS.ZDD 1/4 


nnT A T_TT TTV yf A XT DAD 

rul AJriUMAN KAJtS 




GERANYLGERANYLTRANSFERASE 




A ¥ T»T T A fll T¥*»¥ TV ITT T¥ ¥ * ~\ 

ALPHA SUB UNIT IH.sapiensl 




EST 


Hs.255177 


T3CT 

Col 


Uo 755 1TQ 


col 


tt 0 0550/15 


COl 


iiS.ZDDZHO 


PQT 
Co 1 


He 7557/10 
liS.ZjjZ4:7 


EST 


Hs 255251 


CO I 


14c 755751 
XiS.ZJ.JZD.? 


PQT 

col 


He 755754 


EST 


Hs.255255 


PQTe 
CO IS 


t_t c 75505/; 
XlS.ZDDZDO 


PQT 

col 


u c 755030 
xiS.ZDD-JjU 


Co i , w caKiy similar io puiauve \j proiein- 


"He 755m 
xis. zddj 


coupiea Jveceptor i ii. sapiens i 




PQT 

Col 


He 755H£ 

XlS.ZDD.2oO 


PQT 
Col 


He 755H7 
xlS.ZDDD j / 


PQT 

col 


He 755Q*30 


PQT 


Ho 7557/1H 
XiS.ZDD.J4U 


PQT 

col 


He 755^/11 

x1S.ZDDj41 


ColS 


11S.Z3jj4j 


COT 

Col 


X1S.ZDD34 / 


Col 


He 755*2/10 
xiS.ZDDD4y 


CO 1 


He 755150 


CCT 
CO 1 


He 7 5 51 5 A 
X1S.ZDD.3 D4 


PQTc 
CO 1 s 


He 75 51 5Q 
XlS. ZDDJD7 


CO IS 


He 7551R7 
Xla.ZJDjO / 


PQT 
CO 1 


He 7551RR 


PQT 
CO 1 


He 7551RQ 

Xlb.Zj JJ07 


PQTc 
CO 1 S 


He 755100 

jis.zj jjyu 


PQT 
CO x 


He 755107 


EST 


Hs 255444 


EST 


Hs.255446 


EST 


Hs.255448 


ESTs 


Hs.255449 


EST 


Hs.255454 


EST 


Hs.255455 


EST 


Hs.255457 


EST 


Hs.255459 



EST 


He 170137 
11.3.1 fslJ-t* 




He 170140 
xis. 1 /yi*t7 


PQT 


He 17Q/1QO 
XlS . 1 / 7H7\J 


EST 


Hs. 179492 


promyelocytic leukemia cell mRNA, clones 


Hs.179735 


pHH58 and pHH81. 






He 1 70Q1 7 

xis.i /ye 1 / 


major histocompatibility complex, class II, 


Hs.1802 


TVi Koto 




HI A.rtPRI 


Ho 1 CAOCC 

xiS.l oUZDD 


TMPR QP1 7 
llNrxvor 1Z 


ns.iouooo 


RAD23A (HR23A) 


Hs.180455 




ti. 1 orv c *> 1 

lis. 180533 


PQT 
COl 


lis. 1 oUo3 / 




liS.loUo41 


QTAT#> 
OlrVlO 


ns. 1 0 iu 1 0 


TNFSF4 


Hs.181097 


immunogioDuiin lamoua locus 


Ho 1 CI 17< 
WS.Iol 1ZJ 




He 1 C 1 

liS.lol Juo 


CD3 


He 1 R1^07 


PQT 
CO 1 


Ho 7<^7/l^ 
HS. ZD J /4D 


PQT 
CO 1 


Ho 7^^T/IA 
HS.Zjj /40 


PQT 
COl 


Ho 7^^7/1*7 


PQT 

CO 1 


Ho 7^<7/fO 


PQT 

CO 1 


Ho 7<<J'7</I 
liS. ZD J /D4 


PQTc \Ar*Aam+a\ir cimtlQr tr\ VTA A 1771 

co is, ivioueraceiy similar 10 lsjj\j\ izj i 


Ho T^^T^O 
IiS.Z j j /DV 


proiein i ri.sapiensj 




PQT 
Co 1 


Ho T^^TAO 

IiS.Z jD /oZ 


PQT 
COl 


Ho IZZHAI 

lis.z jj /oj 


PQT 
COl 


liS.ZDD /04 


PQT 
CO 1 


Ho 7<^7/££ 
liS.Zj J /OO 


PQT 
CO 1 


Ho 7<!^7£7 
liS.ZDD /0/ 


PQT 

CO I 


He 7^^7/?8 
liS.ZJJ /OO 


PQT 


He 7^^7/^Q 

xis.zjd /oy 


PQT 

E/O X 


He 7^5770 

xis.zj j / /yj 


PQT 


He 755777 
liS.ZJj / /Z 


PQT 

E»0 J. 


He 755777 
X1S.Z33 / / / 


PQT 

XLO 1 


He 7^77ft 


PQT 

CO 1 


He 7^^77Q 
liS.ZJ J / ly 


PQT 

CO 1 


He 7f ^7R7 
liS.ZDD / oZ 


EST 


Hs.255783 


EST 


Hs.255784 


EST 


Hs.255785 


EST, Weakly similar to Conl r H.sapiensl 


Hs.255788 


EST 


Hs.255791 


EST 


Hs.255794 


EST 


Hs.255796 


EST 


Hs^55797 
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EST 


rls.ZDD4o2 




xiS.zDD4o4 


POT 

bol 




EST 


Hs .2 5 5494 


EST 


Hs.255495 


EST 


Hs.255497 


EST 


T T — (inn 

Hs.255498 


EST 


Hs.255499 


EST 


Hs.255501 


EST 


Hs.255502 


EST 


Hs.255505 


EST 


Hs.255541 


EST 


Hs.255543 


ESTs 


Hs.255544 


EST 


Hs.255546 


EST 


Hs.255549 


EST 


T T *\ c e c 

Hs.255552 


EST 


Hs.255554 


EST 


T T— s\ £ £ C £ 

Hs.255556 


EST 


Hs.255558 


EST 


t t— iccccn 

Hs.255559 


EST 


Hs.255560 


ESI 


Hs.255561 


ESI 


Hs.255569 


T7CT 

bol 


TT— 

Hs.255572 


EST 


Hs.255573 


EST 


Hs.255575 


ESI 


Hs.255577 


Eol 


T T— 

Hs.255578 


POT 

ESI 


TT— orcein 

Hs.255579 


EST 


Hs.255580 


ESI 


TT— ^cf enn 

Hs.255590 


bol 


U— OfCCAl 

Hs.255591 


EST 


tt_ ore f no 

Hs.255598 


TNFRSF17 


HS.ZOOD 


EST 


TT ICC £ f\f\ 

Hs.255600 


bo 1 


TT— 

Hs.255601 


Eo I s, Highly similar to KJAA1 039 protein 
ITLsapiensl 


Hs.255603 


EST 


Hs.255614 


EST 


Hs.255615 


bo IS 


Hs.255617 


ESI 


TLT— ^> CC£ 1 O 

Hs.255618 


COT 

est 


Hs.255621 


cct 
bol 


Hs.255622 


bo Is 


it. ^«eroc 

Hs.255625 


EST 


Hs.255626 


ESTs 


Hs.255627 


ESTs 


Hs.255630 


EST 


Hs.255632 


EST 


Hs.255633 



CCT 

bol 


Hs.255799 


bols 


Hs.255877 


boi 


Hs.255880 


COT" 

bol 


Hs.255920 


COT 

bSI 


Hs.255927 


CD40 


Hs.25648 


interleukin enhancer binding factor 3 3 90kD 


Hs.256583 




ESTs 


Hs.256810 


EST 


Hs.256956 


EST 


Hs.256957 


EST 


Hs.256959 


EST 


HsJ256961 


EST 


Hs.256970 


EST 


Hs.256971 


T7 CIT- 
ES IS 


Hs.256979 


ESTs 


Hs.257572 


ESI 


Hs.257579 


COT 

boi 


Hs.257581 


cct 

boi 


Hs.257582 


ESI 


Hs.257630 


COT 

boi 


Hs.257632 


bol 


Hs.257633 


COT 

bol 


Hs.257636 


"CCT 

bo 1 


TT ^ aT A t\ 

Hs.257640 


bo is 


TT A} * 

Hs.257641 


boi 


Hs.257644 


bol 


Hs.257645 


"CCT 

bol 


TT /"l C a< A ^ 

Hs.257646 


COT 

bol 


Hs.257647 


CCT 

boi 


TT A w*m aT aT p+ 

Hs.257667 


EST 


Hs.257668 


CCT 

bol 


Hs.257677 


CCT 

bSI 


Hs.257679 


CCT 

bol 


TT f\£*1£€%f\ 

Hs.257680 


bo IS 


Hs.257682 


bo Is 


Hs.257684 


CCT 

bol 


Hs.257687 


CCT 

boi 


Hs.257688 


EST 


Hs.257690 


EST 


Hs.257695 


CCT 

bol 


t t_ ^£**£t\i 

Hs.257697 


CCT 

bol 


Hs.257705 


CCT 

boi 


II. n £' i*l f\£ 

Hs^57706 


CCT 

bol 


TT. 1 f 

Hs.257709 


ESTs, Moderately similar to 

AT lift T-Tf TA^AXT AT TT CTinFAA/TfT V CY 

SEQUENCE CONTAMINATION 
WARNING ENTRY □ ffiLsapiensl 


IT. c *+ri t t 

Hs.257711 


EST 


Hs.257713 


EST 


Hs.257716 


EST 


Hs.257719 


EST 


Hs.257720 


EST 


Hs.257727 
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EST 


HSJ255634 


EST 


Hs255635 


DO 1 




UPT. 

colS 


ris.Zjjojy 


col 


T_T 0 OCCiT/l 1 


bol 


rlS./Dj04'l 


EST 


Hs.255645 


EST 


Hs.255646 


EST 


Hs.255647 


EST 


TT— ICf ^/IO 

Hs.255648 


EST 


Hs.255649 


EST 


Hs.255650 


EST 


Hs.255653 


EST 


Hs.255657 


COT 

bo I 


Hs .255661 


ESTs 


Hs.255664 


ESI 


Hs.255665 


bol 


Hs.255666 


pot 

bol 


iiS.2jj00o 


EST 


Hs.255671 


EST 


Hs.255672 


boi 


JtlS.ZjJO / J 


EST 


Hs.255674 


EST 


Hs.255675 


bol 


JrlS^Zj jo / / 


EST 


Hs.255679 


EST 


Hs.255681 


EST 


Hs.255682 


EST 


Hs.255686 


bo is 


riS.ZDOOo/ 


EST 


Hs.255688 


ESTs 


Hs.255689 


EST 


Hs.255691 


EST 


Hs.255692 


ESTs 


Hs.255693 



EST 


Hs.257730 


EST 


Hs.257738 


CCT 

CD i 


JriS.z_> / /4o 




liS.ZOoM J 


CO 1 


xlS.jijoozU 


Co 1 


HS.25ooo4 


sema domain, immunoglobulin domain (Ig), 
transmembrane domain (TM) and short 
cytoplasmic domain, (semaphorin) 4F 


Hs.25887 


EST i 


Hs.258898 


EST 


Hs.258933 


interleukin 13 receptor, alpha 2 


Hs.25954 


Homo sapiens HSPC101 mRNA, partial cds 


Hs.259683 


COT 1 

EST 


Hs.263695 


col S 


Hs.263784 


INror 12 


HS.26401 


"COT 

bol 


Hs.264154 


EST 


Hs.264654 


L1JW1 loo 


Hs .265262 


Mric Dinauig iactor, beta 


Hs.2654 


bol 


TT_ A 

Hs.265634 


EST 


Hs.266387 


ESTs 


Hs.268027 


ATH^ (J HT PTl 
/V J JCIO ^-LdJ-Llx : ) 


TJ„ O/CQCTI 

MS. ZOO J / 1 


ESTs, Highly similar to AAD18086 BAT2 
fH.sapiensl 


Hs.270193 


ESTs 


Hs.270198 


CO IS 


TJ_ O^AIO/I 

riSUl 1)294 


ESTs, Weakly similar to alternatively 
spliced product using exon 13 A [H.sapiensJ 


Hs.270542 


ESTs, Moderately similar to 
ALU2_HUMAN ALU SUBFAMILY SB 

pp/^T rr?XT^*'T7 /""WK.T*"P A X A TXT A TfA\T 

obQUbNCb CONTAMINATION 
WARNING ENTRY □ IH.saniensl 


Hs.270561 


ESTs, Weakly similar to pro alpha 1(1) 
collagen fH. sapiens] 


Hs.270564 


ESTs, Weakly similar to ALU1_HUMAN 

ALU o Uor/vJVllC X J oCV^UcINUb 
CON I AMINAllON WAKN1NO 
ENTRY □ rH.saDiensl 


Hs.270578 


Co i s, jyioaeraieiy similar to orain-oenveo 
immunoglobulin superfamily molecule 
TM.musculus] 


riS.z /Ujoo 


TALL1 


Hs.270737 


ESTs 


Hs.271206 


MYH . 


Hs.271353 


POLI (RAD30B) 


Hs.271699 


ADPRTL3 


Hs.271742 
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EST 


Hs.255695 


EST, Highly similar to transmembrane 
chloride conductor protein [Rsapiens] . 


riS.z j joy / 


PPT 

EST 


Hs.255698 


EST 


Hs.255699 


EST 


Hs.255705 


EST 


Hs.255706 


EST 


Hs.255708 


EST 


Hs.255710 


EST 


Hs.255713 


EST 


Hs.255717 


EST 


Hs.255718 


EST 


Hs.255721 


ESTs 


Hs.255723 


EST 


Hs.255725 


EST 


Hs.255726 


EST 


Hs.255727 



ESTs, Moderately similar to Hs.272075 
ALU8_HUMAN ALU SUBFAMILY SX 
SEQUENCE CONTAMINATION 

WARNING ENTRY □ fH.samensl 

Human DNA sequence from clone RP5- Hs.272271 

1 170K4 on chromosome 22ql2.2-13.1 

Contains three novel genes, one of which 

codes for a Trypsin family protein with 

class A LDL receptor domains, and the 

IL2RB gene for Interleukin 2 Receptor, 

Beta (IL-2 Receptor, CD122 antigen), a 



interleukin 1 receptor accessory protein-like 
2 


Hs.272354 


Homo sapiens partial IGVH3 V3-20 gene 
for immunoglobulin heavy chain V region, 
case 1, clone 2 


Hs.272355 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, casje 
1, clone 16 


Hs.272356 


Homo sapiens partial IG VH3 gene for 
immunoglobulin heavy chain V region, case 
I, clone 19 


Hs.272357 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
1, cell Mo IV 72 


Hs272358 


Homo sapiens partial IGVH1 gene for 
immunoglobulin heavy chain V region, case 
1, cell Mo V 94 


Hs.272359 


Homo sapiens partial IGVL2 gene for 
lnununugioouiiii idiuDua ugni cnum v 
region, case 1, cell Mo V 94 


Hs.272360 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
1, cell Mo VI 7 


Hs.272361 


Homo sapiens partial IGVL1 gene for 
immunoglobulin lambda light chain V 
region, case 1, cell Mo VI 65 


Hs.272362 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
1, cell Mo VI 162 


Hs.272363 


Homo sapiens partial IGVH3 DP29 gene 
for immunoglobulin heavy chain V region, 
easel, cell Mo VII 116 


Hs.272364 


Homo sapiens partial IGVH4 gene for 
immunoglobulin heavy chain V region, case 
2, cell D 56 


Hs.272365 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
2, cell E 172 


Hs.272366 



interleukin 20 Hs.272373 
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EST 


Hs.255736 


EST 


Hs.255740 


EST 


Hs.255742 


hoi 


JHS./j J /4J 


COT 

col 


tt_ nf/n 

rlS./5oy 


SMAD4 


Hs.75862 


Homo sapiens splicing factor, 
arginine/serine-rich 4 (SFRS4) mRNA. 


nS. /olzz 


thymosin beta- lu 


xls. /0Zy5 




xiS. 


AIF1 


Hs.76364 


phospholipase A2, group IIA (platelets, 
synovial fluid), 


nS. /Q4ZZ 


(Job I 


nS. /oooo 


ubiquitin conjugating enzyme 


XlS. fOyjZ 


Homo sapiens KIAA0963 protein 
(KIAA0963), mRNA. 


Hs.7724 


Homo sapiens iragiie nisticune tnaa gene 
(rril l ) niKiNA. 


T4e 7T)0 


PAT? AT-f 


T4o 77^ 1 52 


Mig 


Hs.77367 


DDB2 


Hs.77602 


A XT? 


Hs 77613 


XPB (ERCC3) 


Hs.77929 


PNKP 


Hs.78016 


C7 


Hs.78065 



Human DNA sequence from clone RP 1 - 
149A16 on chromosome 22 Contains an 
IGLC (Immunoglobulin Lambda Chain C) 
pseudogene, the RFPL3 gene for Ret finger 
protein-like 3, the RFPL3S gene for Ret 
finger protein-like 3 antisense, the gene for 
a novel Immunoglobulin Lambda Chain V 
family protein, the gene for a novel protein 
similar to mouse RGDS (RALGDS, 
RALGEF, Guanine Nucleotide Dissociation 
Stimulator A) and rabbit oncogene RSC, the 
gene for a novel protein (orthoiog of worm 
F16A1 1.2 and bacterial and archea-bacterial 
predicted proteins), the gene for a novel 
protein similar to BPI (Bacterial 
Permeability-Increasing Protein) and rabbit 
LBP (Liposaccharide-Binding Protein) and 
the 5' part of a novel gene. Contains ESTs, 
STSs, GSSs and three putative CpG islands 


Hs.272521 




TdT 


Hs.272537 


ret ringer protein-like 3 antisense 


Hs.274285 


ryry TfT> 
rKJvK 




; 

H. sapiens immunoglobulin epsilon chain 


Hs.z /4oUU 


EST, Weakly similar to HLA-DQ alpha 
chain ULsapiensl 


Hs.275720 




Co i , weaKiy similar to rvL 13 nUiviAJN 
60S RIBOSOMAL PROTEIN L13 
fH.sapiensl 


riS.z7o279 


col 


TT_ OTiCO A 1 

riS.27o341 


COT 

Col 


HS.27oJ42 


EST, Weakly similar to RL13_HUMAN 
0U0 KJJDUbUivlAL rKUlcLN L13 
fH.sapiens"| 


Hs.276353 


col 


TJ_ mCTlA 

riS.Z/o//4 


T7CT 
CO 1 


rts.z /ooly 


CO 1 


T4o OT/^fiTl 
JnS.z /Oo / 1 


EST, Weakly similar to FBRL_HUMAN 
FEBRILLARIN rH.sapiensl 


Hs.276872 


CO 1 


T4c 


Col 


tt c O7/C0A0 


EST 


Hs.276917 


EST 


Hs.276918 


F^T Wpakfv dimilar to Rl n HTTMAN 

60S RIBOSOMAL PROTEIN L13 
TH.sapiensl 




EST 


Hs.277051 


EST 


Hs.277052 


EST, Moderately similar to RL13 JHUMAN 
60S RIBOSOMAL PROTEIN L13 
rH.sapiensl 


Hs.277236 
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Homo sapiens small nuclear RNA activating 

aawimIau „_!, mr*n+ isle* 1 A £trT\ f 0"\f. A Di^~"7 A 

complex, polypeptide z f 4jkij (oinAtCzj 
mRNA. 


Hs.78403 




Hs.78465 


sphingolipid activator protein / cerebroside 
sulfate activator protein 


Up 1C<CK 


Homo sapiens aminolevulinate, delta-, 
synthase 1 (ALAS1), nuclear gene encoding 
mitochondrial protein, mRNA. 


HS.7o712 


tyrosine kinase with immunoglobulin and 
epidermal growth factor homology domains 


IT— TO on A 

Hs.78824 


Hsp/2 


Lie 70Q/1C 

nS./oo4D 


UNO 


7QQK1 

nS. f oodo 


CX3CK1 S 


Ut> 1QQ1Q 


MSH2 


Hs.78934 


CRHR1 


Hs.79117 


BCL2 


He 7Q9/11 

ms. ( y^H i 


P-selectin 


Hs.79283 


UUbZVll UYUVlozJ 


He 7Q^nn 
ns. / youu 


retinoid X receptor, beta 


ris./y^ /z 


MPG 


Hs.79396 


KrAZ 


ns. f 1 1 


heat shock 70kD protein-like 1 


Hs.80288 


JtvAJSILAj 


He nr\A7 




ris.oU / jo 


POLO 


He PHQ^i 


Human CB-4 transcript of unrearranged 
immunoglobulin V(H)5 gene 


Hs.81220 


Human L2-9 transcript of unrearranged 
immunoglobulin V(H)5 pseudogene 


I_T_ Q t«")1 1 

JtiS.olzZl 


immunoglobulin superfamily, member 3 


Hs.81234 


T TOT 1 

UBL1 


He fMAOA 
liS.o l*tZ:4 


TIT7A 


HS.Ol J04 


palmitoyl-protein thioesterase 2 


Hs.81737 


natural killer cell receptor, immunoglobulin 
superfamily member 




TNFRSF11B 


Hs.81791 


inter leukin 6 signal transducer (gpl30, 
oncostatin M receptor) 


TT„ cin/;c 


CD138 


Hs.82109 


Human monocytic leukaemia zinc finger 
protein \iyi\jtj) llllvln/t, complete cos. 


IT* QIO 1 ft 

HS.ozzlU 


sema domain, immunoglobulin domain (Ig), 
short basic domain, secreted, (semaphorin) 
3B 


Hs.82222 


HPRT 


Hs.82314 


Human RNA binding protein Etr-3 mRNA, 
complete cds. 


Hs.82321 


MNAT1 





EST, Moderately similar to DEAD Box 
rToiem j [ri. sapiens j 


Hs.277237 


EST 


Hs.277238 


T7CT 
DJ 1 


Tj_ OTMOVC 

riS.2772oO 


major histocompatibility complex, class I, C 


Hs.277477 


ESI , Weakly similar to At 150959 1 
immunoglobulin G 1 Fc fragment 
ULsapiensl ! 


Hs.277591 


DPT 


Hs.277714 


COT 


Hs.277715 


PPT 

Hoi 


T_T_ T7T71 ^ 

ns.277716 


EST 


Hs.277717 


EST 


Hs.277718 


rCT \I/nol/1t/ n^milnr M H ATI TTT TA if A XT 

bo l , weaKiy similar to da 1 JjnUJviAN 

T ABPE TJT> /"\T TXTT? T3TVMJ TiT> r\TT?T\I O ATI 

LARub PKULINE-R1CH PROTEIN BAT3 
Hl.sapiensl 


T_T_, < a )T'7'7'7 y* 

Hs.277774 


EST 


Hs.277975 




xlS.Z/oUOU 


cytochrome P450, subfamily XXIA (steroid 
21 -hydroxylase, congenital adrenal 
hyperplasia), polypeptide 2 


xiS.27o430 


KIAA0015 gene product 


Hs.278441 




TJc 11 Oil ifS 

JtiS.Z/o44j 


KIR2DL1 


Hs.278453 


tfjji joa 


riS.Z/o4jD 




xiS.Z/ooo/ 


HLA class II region expressed gene KE4 


ris.278721 




rlS.27oyi 1 


xlor OU4o protein (riorV^U4o ) 


Tip HOOilil 

riS.27o*44 


HSPC054 protein (HSPC054) 


Hs.278946 


rioJrOU 15 protein (rlorCU / o ) 


HS.2/oy4o 


Ho IS 


tt. T70A/:<C 

JriS.2 /yUoo 


ESTs 


Hs.279067 


Ho IS 


Up 11Q/MCQ 
riS.Z/yUOo 


ESTs 


Hs.279069 


£So IS 


T_T_ OTfiniA 

ris.z/yu/u 


ESTs 


Hs.279071 


bbis 


Un noftii 
riS.27yU 72 


ESTs, Weakly similar to KIAA0052 protein 
[H.sapiens] 


Hs.279073 


ESTs 


Hs.279074 


ESTs 


Hs.279075 


ESTs 


Hs.279076 
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QMAHO 
OlvlAUZ 


no.ottoo 


fTVl7 


He. 


f" , t?TTvT r > 
UfclNZ 


He R97CM 


protein phosphatase 1, regulatory (inhibitor) 
subunit 1 1 


He R7RR7 
ns.ozoo / 


MMP1 


Hs.83169 


d j -type cycnn ^i^iNJJij 


He 8^ 1 73 

JnlS.oj 1 tj 


MMP3 


He* QQQOC 

nS.ooozo 


TNFSF10 


Hs.83429 


CD33 


HS.oi/o 1 


CD 102 


Hs. 83733 




T T_ O A 1 CI 

Hs.84153 


interleukin 8 receptor, beta 


Hs.o4o 


titin immunoglobulin domain protein 
(myotilin) 


Hs.54665 


KU80 (XRCC5) 


rIS.o4yo1 


Raf-1 


Hs.85181 


major histocompatibility complex, class I, J 
(pseudogene) 


X1S.OJZ4Z 


DPI R 


He fi^A i 




Or. R^OT'l 


rnt/ 1 I 


HS.OOl 


rAJJJJ 


llo.OU I O I 


MHC class I polypeptide-related sequence 
A 


He OH^Qft 


TNF receptor-associated factor 6 


xis.yuyj / 


Topo3A 


He Q1 175 


n Ann 
rAKO 


He onon 


TTT A WO A 1 

HJLA-DFA1 


He Ol/l 


ottr\1 


He QiRnn 
ns.y iouu 


POLD1 


ns.yyoyu 


ALK4 


ns.yyyo4 


XrD (fcRCCz^ 


He QQQ&7 

ns.yyyo/ 


CrVAO? /npT OC\ 

oLYA^j (Uv/JLZjJ 


Up Kf\A(\A 


SCYA19 (CCL19) 


TT_ fAAftO 

HS.5UUU2 


1C1KU1 


He Afizlf^ 
r15.4040D 


rAr -xvecepior 


He A(\ 


p»rv)£ 


riS.44:/Z0 




He 


REL 


Hs.44313 


IT 1*7 


He A 1 774 
ris.*f i /Z4 


rrviQri 
OL/4VQ 


He ACSftXA 
JtlS.4UUJH 




He 1Q< 
X1S.3V3 




Hs.3688 


TMF-h 


Hs.36 


lactoferrin 


Hs.347 


MCP-1 


Hs.340 


CD150 


Hs.32970 


EL-lORa 


Hs.327 


EGR1 


Hs.326035 



C/O L b 


Ho 070nT7 

ris.z/yu / / 


PCX 


Ho O70mB 

rlS.z fy\) /o 


CO 1 


He 77QmO 


P<sTe 


He 77QAQA 


JL/O 1 


He 770flR1 


Hoi s 


rlS.Z/yUoZ 


J&O 1 S 


iiS.Z79083 


ESTs 


Hs.279084 


ESlS 


Hs.279085 


HPT. 

ESTs 


Hs.279086 


ESTs, Weakly similar to AF20 1422M 


Hs.279087 


splicing coactivator subunit SRm300 




TH.sapiensl 




ESTs 


Hs.279088 


ESTs 


Hs.279089 




IT. O/illl 

Hs.86437 




Hs.86761 


pni 10 — TT7MAT? 7 

\*Ui lo — IriNAK-Z 


rlS. ooioo 




Up 071 i i 

jiS.o/1 13 


DPUC 1 

r\jrio-l 


Ho QQA7A 

rlS.oo4/4 . 




JtlS.oooZ 


T T k 


u«» con 


T7CT 
Hoi 


He 07/1 A(\ 




TT- QO/liCA 


myosin- binding protein H 


xis.yz / 


LTiN-D 


rls.93177 




Or- oni n 


pre-B-cell leukemia transcription factor 2 


Or, ftlTJO 

HS.93728 


Tachykinin Receptor 3 


TJn O/ll 

HS.942 


nomo sapiens curs a rLJ izz4z lis, clone 


TJn O/tC 1 A 

rlS.V4olU 


\A A AAXA A 1 AA1 OOO 

MAMMA 1 001292 




CL/29 


rlSzo7797 


T TTJ 


MS.ZZDU 


tluman ir-iu 


He OO/IQ 

riS.ZZ.4o 


TT ^ 


On. oo/n 
rls.Zz4 / i 


O-Cox 1 


XlS.ZZjJ 


TTlIn kU 


He 77A 

rlS.ZZU 


O-L/OJ 1 iv 


He 717^ 


CD15 


Hs.2173 


CTAT1 
OA Al 1 


He 91ZlPfi 


pnoc 


Hs.204040 


TJPP 1 


Hs.20144 


Fas ligand 


Hs.2007 


CD28 


Hs.1987 


HLA-DQA1 


Hs. 198253 


Ku70 (G22P1) 


Hs.197345 


PGHS-2 




CDwl28 




UL-10 


Hs. 1937 17 
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He ^10S 


1_TT A np 


He ^1R7?f) 

JTlO.J lOf £AJ 


TopoI(TOPl) 


Hs.317 




He ^0^640 


HuRNPD 


Hs.303627 


Human C mu gene for IgM heavy chain 
exons CHI -4, secretory 


Hs.302063 


ni 

rl 1 


Jris.z9/ool 


immunoglobulin lambda joining 3 


TJ_ OQQ1 1 A 


major histocompatibility complex, class II, 
DQ alpha 2 


Hs.289095 


HSPCA 


Hs.289088 


interleukin 22 


Hs.287369 


ribosomal protein L4 


rts.zoo 


IgM 


Hs.285823 


Ho J 


it. oown 






tit A npR^ 


He 97GQ3n 
JriS.Z /VyJU 




Up T7QQ 






EST 


Hs.276907 




Ho 07^7^ 
xlS.Z/O / /U 


CD16b 


Hs.274467 


neai snocK /uku protein id 


rlS.z /44Uz 


Thl 


Hs.273385 


MIP-5/HCC-2 


Hs.272493 


TBX21 


Hs.272409 


Homo sapiens mRNA; cDNA 
DKFZp43402417 (from clone 
DKFZp43402417); partial cds 


Hs.272307 


Human DNA sequence from clone RP1- 
108C2 on chromosome 6pl2.1-21.1. 
Contains the MCM3 gene for 
minichromosome maintenance deficient (S. 
cerevisiae) 3 (DNA replication licensing 
factor, DNA polymerase alpha holoenzyme- 
associated protein PI, RLF beta subunit), a 
CACT (carnitine/acylcarnitine translocase) 
pseudogene, part of the gene for a 
PUTATIVE novel protein similar to IL17 
(interleukin 17 (cytotoxic T-lymphocyte- 
associated serine esterase 8)) (cytotoxic T 
lymphocyte-associated antigen 8, CTLA8), 
ESTs, STSs, GSSs and a putative CpG 
island 


Hs.272295 





xiS.19J4UU 




TJr. 1 QQA 


CD98 


Hs. 184601 




hlS.l($4j4z 


MHC class I region ORF 


Hs.1845 


CDwll6a 


Hs. 182378 


HT A TYDtKJ 


Hs.181366 


major histocompatibility complex, class I, A 


Hs.181244 


elongation factor 1 -alpha (clone CEF4) 


Hs.l8ll65 •. 


CD119 


Hs. 1 80866 




Hs. 180804 




rls. 180532 


POLB 


Hs.180107 




tin i inn 
JnS.1799 




tj- inn/zzn 
HS.l /9o57 


numenromosome maintenance aencieni ^o. 
cerevisiae) j 


Up 1 iftf/rr 




Uc -17QCCQ 

nS.i /oooo 




TTp 1 1Q1Q1 

HS.l /oJyl 




Hs.177781 




ns. I # / /DO 


IFNGR2 


Hs. 177559 


L/Uio a 


Hs. 176663 


CD4 


Hs. 17483 


SCYC2 (XCL2) 


Hs.174228 


CD115 


Hs.174142 


CDlla 


Hs. 174 103 


IL-lORb 


Hs.173936 
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CD49b 


Hs 271986 

HoX r 170U 


MCP-? 


Hs 271387 






NBS1 


Hs.25812 


t^JUl^UD — lINrKorlD 


14c 95697R 




tie 


CD82 


tin oc/inn 
JriS.2o4Uy 


MCP-3 


JciS.25 1 526 


xanthine oxidase 


Tjr c OCA 


Human Ig rearranged lambda-chain mKNA, 
subgroup VL3, V-J region, partial cds 


jiS.24 /y4 / 


Eotaxin-2/MPIF-2 


Hs.247838 


PTT A_4 


/ OZ4 


immunoglobulin kappa variable 1 -9 


14c 947709 
rlS.Z*f / /yz 


V^JL'Oo 


14c 9463 Rl 


OSMR 


Hs238648 


fThx/197 


He 9^7R6R 


ti^tifi^nnftnn ti f^tsw V / ranroppar m A t*l Allium 

uTanscripiion iacior o prepresses mteneuKin 
z expression j 


14c 91906R 


CD8b 


Hs.2299 


CO 1 


He 97Q374 
n.o.^X7J /*t 


TRF4-1 


Hs.225951 


CD3g 


Hs.2259 


C2 


Hs.2253 




Hs. 116834 




Hs.l 17741 


Human MHC Class I region proline rich 
protein mRNA, complete cds 


Hs. 118354 


F^Tq WmItIv Qimilar to FCF? MOI I<1F 

LOW AFFINITY IMMUNOGLOBULIN 

JUroLLvJIN r\s s\iLK^s-jr l Wax livi.mus CUIUS I 


He 1 1 R3Q? 


1VUSJVO 


14c 1 1 RR9S 




He 1 1 RRO^ 

lib. i 1 607J 


14 oonionc mRMA -far ITR A 4 OPnP 

ii. sapiens misjN/v ior 1 1 d/yh gene. 


14c 1 1 001 R 
rlS. 1 lyuio 




Hs.l 19057 


TNFRSFlOc 


Hs.119684 




Hs.12064 




Hs. 120907 


acid phosphatase 5, tartrate resistant 


Hs.1211 




Hs.121297 



MSCF 


14c 1 7*3804 
lis. i / joy** 




Uc 17^ft94 




He 17T7T7 
n&. 1 1 of o/ 


integrin cytoplasmic domain-associated 
protein 1 


Hs.173274 


TT 9P 


tj_ \n^A 

Hs. I /24 


TT 1 r, 


Hs.l 722 




T T_ IT I 0*70 

Hs. 17 1872 




Hs.1711 18 




Hs. 171009 


COT 


Hs.l 70934 


EST 


Hs. 170587 


TT -OP 


tt c i 7H9 
JtlS.i /UZ 


m4^ 




TT1T7 a 
lur-a 


ms.i /uuuy 


CD44 


Hs.169610 


ryn 


ns. ioyo/u 


MPTF-1 


T4c 1A01Q1 


ICAM-1 


Hs.168383 


TT -1 ^ 


T4c 1681^9 
HS.1081J2 m 


STAT5A 


Hs.167503 


ESTs 


Hs.l 67208 


ESTs 


Hs.165693 




Hs.135750 


DINB1 (POLK) 


Hs.135756 


Human DNA sequence from clone RP1- 
238023 on chromosome 6. Contains part of 
me gene ior a novel proiem similar xo rioix 
(polymeric immunoglobulin receptor), part 
of the gene for a novel protein similar to rat 
SAC (soluble adenylyl cyclase), ESTs, 
STSsanflGSS 


Hs.136141 




14c 1 369S4 




He 13646 

rib, 1 jlrtU 




He 1 36S37 

lib* 1 jOJj / 


Hictrm** 141 (VX^\ 
ri is tone n i \rj j 


no. I ooooi 


MGMT 


Hs.1384 




Hs.138563 




Hs.140 




Hs.140478 




Hs. 14070 




Hs.141153 
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Human immunoglobulin (mAb59) light 
chain V region mRNA, partial sequence 


Hs.121508 


IL12Rbl 


Hs.121544 


Human MHC class II DO-alpha mRNA, 
partial cds 


Hs.123041 


HistoneH4(H4F2) 


Hs.123053 


TSHR 


Hs.123078 




Hs. 123445 


regulatory factor X ; 1 (influences HLA class 
II expression) 


Hs. 123638 


CD13 


Hs.1239 


IL-15R 


Hs. 12503 


KAU51L3 (KAL)51L>) 


MS. Iz0z44 


LJJWi'U 




T VDT A 1 


He AORAH 
ns. IZOHU 


t,o i s, weaKiy similar to Ar zu i y d i i nign 
affinity immunoglobulin epsilon receptor 
beta subunit fH.sapiens] 


lis. I/O j oU 




Hs. 127 128 




Hs.127444 




Tin no 1 

riS.lzol 


nop 


TJ_ 170C 




nS.TZoOin 








tt_ nfto^o 




Hs. 129332 




nS. izy / Z/ 


potassium voltage-gated channel, Shaw- 
related subfamily, member 3 (KCNC3) 


HS.lzV / jo 


interleukin 1 7 receptor 


HS.lzy /Jl 


CD134 


Hs.129780 


TNFRSFlOd 


Hs.129844 


POLL 


Hs.129903 


GADD153=growth arrest and DNA-damage 
inducible gene / fus-chop fusion protein 


Hs.129913 





Hs. 143954 


ESTs, Moderately similar to 

11 RC HUMAN TNTFRT P! FKTM-1 T4PTA 

lajin v E/iv i /\oxi jrjKJDV^ujtvovjjK. m.sapiensi. 


Hs.144814 


CHK2 (Rad53) 


Hs.146329 


EST 


Hs.146591 




Hs. 147040 


CD42b 


Hs.1472 




tt„ -i * ni i c 

Hs. 149235 




nS.14yo4z! 


Homo sapiens putative tumor suppressor 
protein ( 1 0 1 F6) mRNA, complete cds. 


Hs. 149443 




us. i4youy 


Heparan suiiaie proteoglycan (riorkj) core 
protein 


Up 1 CA1 

riS.l jUI 


mi CM a 


TJr. 1 CA1 A1 


F<lTc Wpalrlv similar tr» 1^7^87 A/THP HT A 

SX-alpha [H.sapiens] 


T-Ie 1 ^H17< 


ALK2 


Hs.1 50402 


WRN 


Hs.1 50477 


Co 1 


TT P I CA.7AQ 




ns. louyou 


1T7M a 

IriN-a 


TJn 1T1A 

Hs.1510 


IVL/iJ'Jv 


ns. loiuo i 




Uc 1 <OAA 


immunoglobulin mu binding protein 2 


Hs.1521 


*t" 1 DDL 


He 1 ^7/1 

rlS.i DZ*t 




ns. i jzo io 


HTTS1 


no. i uz%700 


SWAP70 


Hs. 153026 


DOM-3 (C. elegans) homolog Z 


Hs.153299 




Hs.1 53551 




Hs.15370 
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solute carrier family 5 (neutral amino acid 
transporters, system A), member 4 


Hs.130101 




Hs. 130232 




r T_ 1 OAO A 

Hs. 13034 


CD30L 


Hs.1313 


SCYA26 (CCL26) 


Hs.131342 . 


CD30 


Hs.1314 




Hs. 13 1885 




Hs. 13 1887 




Hs.13256 


ESTs 


Hs. 132775 


Homo sapiens (clone 3.8-1) MHC class I 
mRNA fragment 


Hs. 132807 




Hs. 13288 




Hs. 132943 


EST 


TT_ 1 *> f t 

Hs. 133261 




Hs. 133388 


T7 OT 

EST 


Hs. 133393 


EST 


Hs.133930 


■COT"*. 

ESlS 


Hs. 133947 


ESTs 


Hs.133949 


EST 


Hs. 1340 17 


COT 

ESI 


Hs. 1340 18 


cot 

ESI 


TT— 11/1 cr»r\ 

Hs. 134590 




Hs.135135 


immunoglobulin superfamily, member 6 


IT 1 Iff 1 ftjl 

Hs. 135 194 




Hs. 135570 


Homo sapiens arrestin, beta 2 (ARRB2) 
mRNA. 


Hs.18142 


myeloperoxidase , 


Hs.1817 


APO-l 


it. i o*\*> e e\ 

Hs.182359 


TRAPl 


Hs. 182366 




Hs. 182594 


TNFRSFlo 


rlS.lo^/ 




t t i on on 

Hs. 1828 17 


: — : : 

regulatory factor X, 4 (influences HLA class 

U expression) 


tt— 1 oi r\nn 

Hs. 183009 


Homo sapiens killer cell lectin-like receptor 
Fl (KLRFl), mRNA. 


Hs.183125 




Hs.183171 


EST 


Hs.183386 




Hs. 183656 




Hs.18368 



OlvlAUO 


II _ A tZ OODO 

Hs. 153863 


A DCVT O 


Hs.1 54149 




Hs. 154 198 




Hs. 154366 


BCLo 


Hs. 155024 




Hs.155150 




Hs. 155402 


RAIDD 


Hs. 155566 


POLH 


Hs. 155573 




Hs.15589 


Homo sapiens mRNA for K1AA0695 


Hs.155976 


protein, complete cds. 




SNM1 (PS02) 


Hs.1560 


TopozA 


Hs. 156346 


ESTs, Highly similar to MHC class H 


Hs.156811 


antigen TH.sapiensl 




Histamine HI receptor 


Hs.1570 




tv 1 ni i n 

Hs.157118 




Hs. 157267 




Hs. 157279 


EST 


Hs. 157280 


TJPT 

bol 


Hs. 157308 


bol 


Hs. 157309 


boi 


Hs.l573l0 


EST 


Hs.l573ll 


bo IS 


TT 1 C T1 /I A 

Hs. 157344 


ret finger protein-like 2 


Hs. 157427 




IT. f> 1 Af\C^ 

Hs.214956 


WASP 


Hs.2157 




T T _ A1 /I 

Hs.2161 




xlS.zlolo 






class 11 cytoKme receptor Z»U Y 1 UK / 


HS.21814 




TT_ 1 /\ 1 A S\ 

Hs.219149 


cyclophilin-related protein 


HS.Ziyi53 


Homo sapiens mannosy 1 (alpha- 1 ,6-)- 


TT,, O -I ClAICl 

liS.zty4/9 


glycoprotein beta- 1 ,2-N- 




acery jgiucosaminy itransierase vj a i zj 




mRNA. 




perforin 


Hs.2200 




Hs.220154 


ESTs, Weakly similar to FCE2 MOUSE 


Hs.220649 


LOW AFFINITY IMMUNOGLOBULIN 




EPSILON FC RECEPTOR fMjnusculus 1 






Hs.220868 
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n H vnnc&fi olv/*ricr\/latinr* pr\H nrnHimr-crMarifir' 
aUvallLCu giycCrayiallV/Il vllu pjOUULl-bpcwllO 

receptor 


He 1 Rd 
Lib. i OH 




no. i c/*r^i?o 




riS.lo*KJ /o 


CCR4 


Hs A 84926 


EST, Weakly similar to A27307 proline- 
rich phosphoprotein fH.sapiens] 


Hs.185463 


PCT 

CO 1 


Hs. 1 854-98 


co i , weaKiy similar to Jt>jyuoo proJine- 
rich protein 1 5 - rat [R.norvegicus] 


Hs. 1 86243 


EST, Weakly similar to salivary prolhie-rich 
protein fILnorvegicusJ 


IT — i o^o^c 

Hs. 186265 


Hoi 


HS. 187200 




HS. 188048 


PCT 
Col 


HS.looO/5 


EST 


Hs.188194 


EST 


Hs. 188300 




rlS. 1 yUZD I 




Hs. 19056 


PCT 


ris.iyuoJ l 




ns, lyuy 10 


EST 


Hs. 190921 


Co l , vv coKiy similar 10 7au0 
hypothetical protein 1 - ratD [R.norvegicus] 


ris. iyuywd4 


GTF2H2 


Hs.191356 




ns.iyijo/ 




HS. 191914 


ESTs, Weakly similar to immunoglobulin 
superfamily member [D.melanogaster] 


Hs. 192078 


YPA 


ns. ly^oUo 


CD89 


Hs.193122 




jis.iyj 14 j 


CD35 


Hs. 19371 6 




n%>, i i?*fuu 




tie 10/1AQO 

OS. 1 yfi/oz 




Hs. 1941 10 


BRCA1 


Hs 194143 

• IWi 1 V T 1 ^T^ 


ESTs, Moderately similar to MHC Class I 
region proline rich protein FH.sapiens] 


Hs.194249 




Hs.194534 


Topo3B 


HS. 194685 





Hs.220960 


uiuiiunugiQuuiin superiamuy, memoer i 


IT ~\?\ 111 

Hs.221 11 




Hs.221 539 


PCTc 
Co 1 S 


Hs.221694 




Hs.222921 




Hs.222942 


PCT 
Col 


Hs.223520 


col 


Hs.223935 


co 1 , Moderately similar to SMO_HUMAN 


Hs.224178 


oMOOTHENED HOMOLOG 




PRECURSOR fH.sapiens] 




xJIK 


Hs.2243 


col 


Hs.224344 


EST 


Hs.224408 


EST 


Hs.224409 


fDM1 


Hs.2246 


MMP7 


Hs.2256 




HS.2258 




Hs .225946 


luii-iiite receptor o ^ i cko ) 


11„ '">0'7 1 AC 

Hs.227105 


VPP 1 


nS.227DOD 




TT_ 

HsJ227730 




Hs.22790 


PCT 
CO 1 


Hs.228337 


col, Highly similar to 14092 18A elastase 


Hs.228525 


ITi.sapiens] 




PCT 
Col 


Hs.228528 


co i , lvioueraieiy similar 10 


Hs.228874 


IV_J / /\_n VJ lYl/VlN QUO ivlDwowiVl/vL, 




ppnTPTM i n a n ru einiMci 
.r jvvjiciiN jLij /au {ri. sapiens I 




PCT 
Co 1 


TT_ oooon i 

Hs^2889 1 


JU/O A 


JrlS.Z2o92o 


PCT 
Co 1 


Hs.22907 1 


pct 

Co 1 


TT. OOfl/IAC 

Hs.229405 


PCT 

CO 1 


HS.229494 


EST Weaklv similar to ALU 1 HUMAN 




ALU SUBFAMILY J SEQUENCE 




CONTAMINATION WARNING 




ENTRY □ fH.sapiensl 




EST, Moderately similar to AAD18086 


Hs^29901 


BAT2 fH.sapiens] 




EST 


Hs.229902 


EST, Highly similar to 14092 18A elastase 


Hs.230053 


fH.sapiens! 
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Human DNA sequence from clone 1 170K4 
on chromosome 22ql2.2-13.1. Contains 
three novel genes, one of which codes for a 
Trypsin family protein with class A LDL 
receptor domains, and the IL2RB gene for 
Interleukin 2 Receptor, Beta (EL-2 Receptor, 
CD 122 antigen). Contains a putative CpG 
island, ESTs, and GSSs 


Hs. 194750 


major histocompatibility complex, class II, 
DP alpha 2 (pseudogene) 


Hs. 194764 


Human DNA sequence from clone RP1 1- 
367J7 on chromosome 1. Contains (part of) 
two or more genes for novel 
Immunoglobulin domains containing 
proteins, a SON DNA binding protein 
(SON) pseudogene, a voltage-dependent 
anion channel 1 (VDAC1) (plasmalemmal 
porin) pseudogene, ESTs, STSs and GSSs 


Hs. 194976 




Hs. 195447 


PDGF-B 


Hs.1976 


CXCR3 


Hs. 198252 




Hs. 198694 




Hs. 198738 


MAK/oAK UNA binding protein (pA 1 15 1) 


Hs. 19 8822 


CHUK 


HS.1 98998 


hemochromatosis 


Hs.20019 


T-cell receptor active beta-chain 


Hs.2003 


ArO-1 


Hs.2007, i 


RXRA 


Hs.20084 


T7QT 


Hs.200876 




Hs.201194 


ICRd 


Hs.2014 


ESTs, Highly similar to TNF-alpha 
converting enzyme [H.sapiensl 


Hs.202407 




IT. 1/V^^/\0 

Hs.202608 


integnn bl — CD29 


Hs.202661 


thrombomodulin 


Hs.2030 




Hs.203064 








Hs.203584 


EST 


Hs.204477 



RAD51 


Hs.23044 


EST, Moderately similar to A54746 adhalin 
precursor - human □ fH.sapiensl 


Hs.230485 


EST 


Hs.230691 


EST 


Hs.230775 


Hoi 


Hs.230805 


col 


TT. An Jn 

Hs.230848 


T7CT 


Hs.230862 




Hs .23 0874 


T7CT* 


yt_ ^innTi 

Hs.230931 


EST 


Hs.231031 


EST 


Hs.231261 


iiol 


TT_ «j - ft OA 

Hs.231284 


TJCT 

no I 


TT- 1A»C 

Hs.231285 


EST 


Hs.231292 


bp i , weakly similar to putative 
mitochondrial outer membrane protein 
import receptor fH.sapiensl 


Hs.231512 


nomo sapiens mKJNA lor JviAAU52y 
protein, partial cds. 


TT— *^*> 1 O 

Hs.23168 




TT— T1 f Ai^ 

Hs.235042 


EST 


Hs.235826 


ijkjgAI iDnase iiij 


11 _ OOCQC 

HS.2ooyo 


Hoi 


TJT— Titn^ 

Hs.237126 




Hs.23860 


RAD9 


Hs.240457 


acyltransferase 1 (lysophosphatidic acid 
acyltransferase, alpha) 






EST 


Hs.240635 


EST, Weakly similar to ALU8JWJMAN 
ALU SUBFAMILY SX SEQUENCE 
CONTAMINATION WARNING 
ENTRYD IH.saDiensl 


Hs.241136 
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EST 


Hs.204480 


EST, Weakly similar to CA13_HUMAN 

POT T AfJPN AT PHA 1HTH PHAT>J 
PPPPT TRQfYP n fH cnr»if»ncl 


Hs.204483 


ESTs 


Hs.204588 


EST, Weakly similar to salivary proline-rich 
protein 1 [H.sapiens] 


Hs.204598 


EST 


Hs.204610 


ESTs 


Hs.204703 




He 9047^1 


P^T 


TJc 9047^0 


PQT 


He 904771 

ns.zu £ f / / 1 


P^Tq 


u Q 904071 

xl5»ZUHO A J 


CO X O 


Uq 904Q19 


EST 


Hs.204954 


CO 1 


Hq 90S1 SR 


P^TTq 
Lu 1 O 


Hq 90^1 SQ 


PCTq 


Hq 90S197 




He 90^7^3 


P^Tq 


Hq 90^435 


EST 


Hs.205438 


FST Htphlv similar tn flattie titin 

rr-r cunipTicT 


Hq 90S4S9 


F<5T 

CO 1 


Hq 90^4^6 


1VTRP1 1 A 




HT A rlacc TT rpoinn pvnrpccpH ctp»tip TcTP9 

XXL(/». Wood JUL IvglUil CA(/lCdoCU gCUC XVJIiZ. 


Hq 90^736 


EST 


Hs.205788 




He 9fK78Q 


EST 


Hs.205803 


EST 


Hq 90SR1 5 


ESTs 


Hs.206160 




Hs.206654 


FST 


Hq 9070/SO 


pCT 


Hq 907069 


EST 


Hs.207063 


EST 


Hs.207473 


ESTs 


Hs.207474 



TNFSF15 


Hs.241382 


interleukin 1 receptor accessory protein-like 
1 


Hs.241385 




RANTES 


TJ_ *>A i n qi 

rls.z41jyz 


sema domain, immunoglobulin domain (Ig), 
short basic domain, secreted, (semaphorin) 


Hs.2414 




POLQ 


Hs.241517 


TNF-a 


Hs.241570 


riorno sapiens genes encoding kjnuo 
protein, l/jjah protein, i^yo-u protein, L»yo- 
D protein and immunoglobulin receptor 


T_T_ | CQ/Z 

ris.z4I58o 




megaKaryocyic^ennanccu gene transcript i 
proiem 


TT. 0>l 1 COT 




PQT \Artr\f*ratf±\\r eimilnr tr\ 1 40Q9 ISA 

no l , lYiuoeraiciy similar 10 iHi/yzi 5 A 

claSlaSG |J1. Sapiens | 


TJ- O/ll OQ1 

JtlS^iHiyol 


PCT 


xlS.Z4iyo2 


pCT 


rlS./4iyoj 


EST 


Hs.242605 


ADPRT2 




pCT 




PCT 


He? O/IIOQ/: 


P^Tq 


He 941905 
rlS.Z'f JZoo 


SCYB14 


Ho 94"3Q^ 
XlS.Z*f jyj 


EST 


Hs.244046 


PCT 


He? 944H48 


i-^O X 


ris.z*wu4y 


PST 


He 94/in^n 

xlS.Z4*fUDU 


RFXAP 


Wc 0AA00 

ns.ZH*fzz 




Hs.24435 


STATSR 




EST 


Hs.244666 


EST 


He 94^fl£ 


CDwl08 


ilS.z4o4U 


ESTs 


Hs.246796 


ffimftthvJaroininp Hinnpfhvljimirinrivffrnlncp 9 
uiun/ui^iai guiiuc uxixicuj^iaiXiiiiUxijfUiUiaoc z. 


He 947^^9 

Xxb.Z*t / JOZ 




immunoglobulin lambda light chain variable 
region 4a mRNA oartial cds 


He 947771 




Homo sapiens ELK1 pseudogene (ELK2) 
and immunoglobulin heavy chain gamma 
pseudogene (IGHGP) 


Hs.247775 




immunoglobulin kappa variable 1/OR2-108 


Hs.247804 




butyrophilin-like 2 (MHC class II 
associated) 


Hs.247808 
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CO IS 


9ft7071 
ns.Liy / y 1 1 


EST 


Hs.207993 


EST 


Hs.208153 


EST, Weakly similar to S10889 proline-rich 
protein - human □ [H.sapiens] 


Hs.208667 


ESTs 


Hs.209142 


EST 


Hs.209261 


ESTs 


Hs.209306 




Hs.209362 


EST, Weakly similar to FCEB MOUSE 

rrlOxT Ar r UN 1 1 I uviivi u jx \j kjlajd u j_*jl±n 

EPSILON RECEPTOR BETA-SUBUNIT 
rM.musculus] 


Hs.209540 


EST 


Hs.209913 


EST 


Hs.209989 


EST 


Hs.2 10049 


EST, Moderately similar to probable 
soaium potassium a x rase gamma cnain 
[H.sapiens] 


Hs.2 10276 


EST, Weakly similar to N-WASP 
rFLsapiensl 


Hs.2 1 0306 


EST 


Hs.210307 


EST : 


Hs.210385 


interleukin21 receptor 


Hs.2 10546 


EST 


Hs.210727 



no mo sapiens genes encoaing kjnla^ 
protein, DDAH protein, Ly6-C protein, Ly6- 
D protein and immunoglobulin receptor 


Up O/l*7Q70 


Histamine H2 receptor 


Hs.247885 


Human anti-streptococcal/anti-myosin 
immunoglobulin lambda light chain variable 
region mRNA, partial cds 


Hs.247898 


Homo sapiens isolate donor Z clone Z55K 
immunoglobulin kappa light chain variable 
region mRNA, partial cds 


Hs.247907 


Homo sapiens isolate donor D clone D103L 
immunoglobulin lambda light chain variable 
region mRNA, partial cds 


Hs.247908 


Homo sapiens isolate 459 immunoglobulin 
lambda light chain variable region (1GL) 
gene, partial cds 


Hs.247909 


Homo sapiens isolate donor N clone N88K 
immunoglobulin kappa light chain variable 
region mRNA, partial cds 


Hs.247910 


Homo sapiens isolate donor N clone N8K 
immunoglobulin kappa light chain variable 
region mRNA, partial cds 


Hs.247911 


Human Ig rearranged mu-chain V-region 
gene, suogroup vri-111, exon i ana z 


Hs.247923 


Epsilon , IgE=membrane-bound IgE, 
epsilon m/s isoform {alternative splicing} 
inuman, mrsiNA rartiai, zio nil 


Hs.247930 


H.sapiens (Tl . 1 ) mRNA for IG lambda light 
chain 


Hs.247949 


H.sapiens mRNA for Ig light chain, variable 
region {iij.k^l,lA)\)i yL,) 


Hs.247950 


Human interleukin 2 gene, clone pATtacIL- 
zu/z 1 1 , complete cos, cione pA i taciiy 
2C/2TT 


Hs247956 


pre-B lymphocyte gene 1 


Hs.247979 


Human immunoglobulin heavy chain 

itariQnIo rorr!/v«i f\1 A *2 1 "\ nana norfiol ***tm 

variaoie region { v*io i ) gene, partial cas 


Hs.247987 


Human immunoglobulin heavy chain 
variable region (V4-30.2) gene, partial cds 


Hs.247989 


Human DNA sequence from phage LAW2 
from a contig from the tip of the short arm 
of chromosome .16, spanning 2Mb of 
i opi j .j v^oniains lnierieiiKin y receptor 
Dseudoeene 


Hs.247991 


Homo sapiens HLA class III region 
containing NOTCH4 gene, partial sequence, 
homeobox PBX2 (HPBX) gene, receptor . 
for advanced glycosylation end products 
(RAGE) gene, complete cds, and 6 
unidentified cds 


Hs.247993 
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Hs.211266 


SMAD3 


Up 0<t A C7Q 


ivijiv^ class i poiypepuue-reiaieu sequence 
B 


14c 91 1 
IlS.Z 1 1 JOU 




ESTs, Weakly similar to CA1B_M0USE 
COLLAGEN ALPHA 1(XI) CHAIN 
PRECURSORU IM.musculusl 


Hs.211744 


sema domain, immunoglobulin domain (Ig), 
short basic domain, secreted, (semaphorin) 
3E 


Hs.212414 




TNFRSF18 


HS.zlzooU 


Homo sapiens general transcription factor 2- 
1 pseuaogene 1 (Oirzirij mKiNA. 


rlS.zlzyjy 


O ATM Q 


He 91 ion 




Hs.213226 


Co IS 


Wo 970A0A 
rlS.Z /y\Jy\) 


Co IS 


tj c o*7onoi 
tiS.Z/yUyl 


COlS 


ris.z /vuyz 




Uo 97GAO'3 

rlS.Z /y\)yj 


CO IS 


TJe 97QAQA 


ESTs 


Hs.279095 


cols, weaKiy similar to Arz/yzoj_ 1 
putative anion transporter 1 [H.sapiens] 


TJo 97QAQA 


Co IS 


tt« 07GA07 


Col 


u« 97oao°. 


Co 1 S 


ris.z /yuyy 


Co IS 


ns.z /yiuu 


ESTs 


Hs.279101 


ESTs 


Hs.279102 


FQTc 
ColS 


14c 97Q1 A1 


F^Tc 
Co IS 


14c 9701 AA 


ESTs 


Hs.279105 


JLrO X O 


He 770 1 Ci/z 
jtib^i /y iuo 


EST 


Hs.279107 


ESTs 


Hs.279108 


EST 


Hs.279109 


ESTs 


Hs.279110 



Homo sapiens immunoglobulin lambda 

opnp InniQ T"YNJA rOnnp* A 1 Y}f\ 


Hs.248010 


immunoglobulin lambda variable 9-49 


Hs.248011 


luUnUilUglUDUlUl loulUUa VaTlaDlc *tO 


rlS.Z*loUlZ 


H.sapiens mRNA for IgG lambda light 
chain V-J-C region (clone Tgll 1) 


Hs.248030 


Human immunoglobulin (mAb56) light 
chain V region mRNA, partial sequence 


Hs.248043 


Homo sapiens lymphocyte-predominant 
Hodgkin's disease case #4 immunoglobulin 
heavy chain gene, variable region, partial 

cds I 


Hs.248077 


Homo sapiens lymphocyte-predominant 
Hodgkin's disease case #7 immunoglobulin 
heavy chain gene, variable region, partial 
cds 


TT„ *>A OAIO 

ns.248078 


riomo sapiens cione AoMnegi-Dj 
immunoglobulin lambda chain VJ region, 
(IGL) mRNA, partial cds 


rlS.Z4ouo3 


OSM 


Hs.248156 




TT„ OQ1 no 

riS.Zy lZo 


xiumo Sapiens cione znojy hiajn/v. 
sequence. 




FQT 
Col 


TT. 

riS.ZyZZJj 


F^T 
Col 




Co i , lviouerateiy similar 10 cwing sarcoma 
breakpoint region 1, isoform EWS 
TH.sapiensl 


I4f» 9QO/l<< 


EST 


Hs.292461 


FCTc 
Co IS 


Tj- ooocni 


FQT 
Co 1 


JriS.zyZMO 


FQT 
Col 


Up 7Q1^ 1 7 


FQT 
Co 1 


Up 7QO<:7A 

rlS.zy.ZDZU 


coi, lviuueraiciy bin mar 10 islij nuiYi/viN 
OUo IVIXj w o VJlVJL/VLi r IVV^ 1 C11N Li J 

1 T_T onrMonri 1 

|ri. sapiens] 


14c 9Q9^/1A 


EST 


Hs.292545 


EST, Weakly similar to ORF1I IH.sapiensl 


Hs.292704 


FQT 
CO 1 


He 9097A1 

ns.zyz /oi 


FQTc 
Co 1 S 


14c 9Q9RA1 


ESTs 


Hs.293183 


Col S 


riS.zy_jZoU 


ESTs 


Hs.293281 


ESTs, Moderately similar to 0501254A 
protein Tro alphal H,myeloma [H.sapiens] 


Hs.293441 


MMP13 


Hs.2936 


major histocompatibility complex, class II, 
DRbeta4 


Hs.293934 
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ESTs 


Hs.2791 1 1 


ESTs 


HS.2791 12 


EST 


Hs.2791 13 


ESTs 


TT„ T7n 11/1 

Hs.2791 14 


ESTs 


Hs.279ll5 


ESTs 


Hs.279ll6 


ESTs 


Hs.2791 17 


ESTs 


Hs.2791 18 


ESTs 


Hs.2791 19 


ESTs 


Hs.279120 


ESTs 


Hs.279121 • 


ESTs 


Hs.279122 


ESTs 


Hs.279123 


ESTs 


Hs .279 124 


ESTs 


Hs.279125 


ESls 


Hs.279126 


ESTs 


Hs.279127 


EST 


Hs.2791 28 


bb 1 s, Weakly similar to aconitase 
fH.sapiensl 


Hs.2791 29 


hols 


Hs.2791 30 


ESTs 


Hs.279131 


ESTs 


Hs.2791 32 


ESTs 


Hs.279133 


ESTs, Weakly similar to PYRG_HUMAN 
CTP SYNTHASE [H.sapiensl : 


Hs.2791 34 


ESTs, Weakly similar to RIR1 HUMAN 
RIBONUCLEOSIDE-DIPHOSPHATE 
REDUCTASE Ml CHAIN ULsapiensl 


Hs.279135 


ESTs 


Hs.279136 


ESTs 


Hs.279137 


ESTs 


Hs.2791 38 


ESTs 


Hs.279139 


ESTs 


Hs.279140 


ESTs 


Hs.279141 



Human MHC class III serum complement 
factor B, mRNA 


Hs.294163 


COT* 

bo I 


Hs.294315 


COT 

bo 1 


Hs.294316 


bo 1 , Highly similar to Y I96_HUMAN 
HYPOTHETICAL PROTEIN KIAA0196D 
fH.sapiensl 


Hs.295582 


EST 


Hs295583 


EST, Highly similar to ZN07 HUMAN 
ZINC FINGER PROTEIN 7 Ittsapiensl 


Hs.295584 


EST 


Hs.295585 


EST 


Hs.295586 


EST, Moderately similar to angiotensin 
converting enzyme ULsapiens] 


Hs.295595 


EST 


Hs.295621 


EST 


Hs.295622 


EST, Moderately similar to RLl3_HUMAN 
60S RIBOSOMAL PROTEIN LI 3 
IH.sapiensl 


Hs.295629 


EST 


Hs.295724 


EST 


Hs.296064 


EST, Moderately similar to IDS_HUMAN 

1 t"\T TT"» /"W T A ' O O T TT T™< A A O T*» 

EDURONATE 2-SULFATASE 
PRECURSORS rH.sapiensl 


Hs.296070 


"COT* 

bo I 


Hs.296073 


interleukin enhancer binding factor 1 


Hs.296281 


similar to rat integral membrane 
glycoprotein POM 12 1 


Hs.296429 


Human histocompatibility antigen mrna 
clone phla-1 


Hs.296476 


immunoglobulin lambda-like polypeptide 3 


Hs.296552 


RFXANK 


Hs.296776 




Hs.29826 




Hs.29871 


MEKK1 


Hs.298727 




Hs.30029 


CD3e 


Hs.3003 


ESTs, Weakly similar to CAl3_HUMAN • 
COLLAGEN ALPHA l(IH) CHAIN 
PRECURSOR iH.sapiensl 


TT on A/" /"V^l 

Hs.300697 


Homo sapiens clone BCSyrtL38 
immunogioDunn lamooa ugni cnain vanauie 
region mRNA, partial cds 


Hs.300865 


FCGR3A 


Hs.300983 


Homo sapiens DP47 gene for 
immunoglobulin heavy chain, partial cds 


Hs.301365 


PMS2L9 


Hs.301862 
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COl 


Hs 279142 


F^Te 

DO 1 b 


Hs 279143 


FST<? 

J&O A a 


Hs 279144 


FST« 


Hs 279145 


ESTs 


Hs.279146 


COT 

col 


We 970 147 


CO IS 


We 97Q14R 


FCTo 
CO IS 


Uo 970 IdO 


cols 


He 9701 50 


Co is, weaKiy similar to r u i\z_r\ u ivjlajn 


tl c 97Q1 ^1 
rlS.Z / 7 1 J 1 


TT) rcr TXTOT'T/'VM A T "DT I'D TKXC 

1 Kir UN CI 1UNAJL rUKJLNc 




BIOSYNTHET1C PROrcIN ALJcNUolNc 




3 fH.sapiensl 




CO IS 


Uq 97Q1 S9 


Co IS 


He 9701 53 


F^Te 
CO X S 


He 9701 54 


FCTe 

CO i b 


He 279155 


Co IS 


He 9701 56 


FQTc 
Co IS 


He 9701 57 


ESTs 


Hs.279158 


ESTs 


Hs.279159 


COX s 


He 970160 


F«sTc WmHv eimilar tn TDHA HI [MAN 
Cola, wccutiy biiiiiidi lu ixyrxri. xi\jiyi/\tn 


He 970161 


TCOPTTR ATF iTFWVTjRnf}F>JA<5F 
lOU^l 1 IVrV 1 C UCX1 1 UlVV7VJClN/\OC 




rH.sapiens] 




CO 1 a 


He 970162 


ESTs 


Hs.279163 


CO IS 


Me 970 1 64 


CO IS 


He 970165 
nb.z /7iuJ 


FCTe 
CO IS 


We 970 1 66 
ria.^ / 7iuu 


FQTe 
Cola 


He 970167 


FQTe 
Co IS 


He 9701 6R 


EST 


Hs.279169 


FQTe 
CO 1 S 


He 970170 
rib.z. / y i txf 


Co 1 S 


He 970 1 7 1 


FQT 
CO 1 


He 970 1 79 


FCTe 
CO 1 a 


He 970174 


ESTs 

j-fU x a 


Hs 279175 


CD86 


Hs 27954 


CGI-81 orotein 


Hs.279583 


ESTs 


Hs.279821 


ESTs 


Hs.279823 


ESTs, Weakly similar to IRE INHUMAN 


Hs.279824 


IRON-RESPONSIVE ELEMENT 




BINDING PROTEIN 1 m.sapiensl 




ESTs 


Hs.279825 


ESTs 


Hs.279826 



CCR1 


H<5 ^01921 


FANCE 


no.oviiiwwwi 


interleukin21 


Hs.302014 


interleukin 17E 


Hs.302036 




Hs.30446 


FQT 
CO 1 


HS.iU i\)y 


COT 
CO 1 


TT_ -JAHQ 1 

HS.JU Id 1 


MHC class II transactivator 


HS.3U/0 


Co 1 


WS.JU /OO 


Col 


HS.iU Jy3 




He ^ORI R 


pno7 


He ^ 1 07 


RAR-beta2 


Hs.31408 


REC0L4 


Hs.31442 


AT 


uic ^9n 


FR1C9 

CJKJNud 


He ^94/17^ 






MSH6 


Hs 3248 


tm Kapo tti u 1 nmtpiTi T 93— rpln+pH 


He ^9Sd 


PT3PG 
ruv<vj 


Hs 32942 






sema domain, immunoglobulin domain (Ig), 




cVirtTt hflcif* Homfiin eppfpfpH f cptYinTifinrirA 
aiiui i uaaiis uuiiiaiii, acucicu, ^acuiapiiuiiiit 




3F 




RRPA9 


Hq 34019 


MFTf 1 




ctrt 33 fr r xr r R6 > k 


We 34596 


M~RD4 


UIq 3^Q47 


immimnolnhiiliTi fPTY7QA^ ViinHincr r^rntpiTi 1 
IlJLUltUllUgiUUUllii f yf\J UiilUilig JJIULCUi 1 


We 3631 




CD7 


Hs.36972 




H«5 37fi9R 




We 37040 


immiiTioalnVnilin Iranns* vnrinhlp 1-1*^ 


Hq 37080 




Hs 37181 




Hs.37892 


Homo sapiens suppressor of variegation 3-9 


Hs.37936 


/TVnennVnlsA hnmnloa ^TIV^OH^ mllTvIA 
^l^rUaUpJUIa^ llUillUlUg \0.\J V Dyxk) ilU\i^/\, 




and translated products. 




C8B 


Hs.38069 


MTH1 CNUDT1) 


Hs.388 


Adrenomedullin 


Hs.394 




Hs.39441 


CD66b 


Hs.41 J 


RAD50 


Hs.41587 
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MLH3 


Hs.279843 


TNFRSF14 


Hs.279899 


RPA4 


Hs.283018 


EST 


Hs.283165 


EST 


Hs 283166 


FST 

1~«0 1 


He 983167 


x-»o 1 


tic 981 1<fl 




XAo 1 D" 


FST 


He 98194^ 


FST 


He 281247 


ESTc 


He 983948 


EST 


Hs 283249 


EST 


Hs 283250 


EST 


Hs 283251 


EST 


Hs 283252 


EST 


Hs 283253 


EST 


Hs.283254 


EST 


Hs 283255 


EST 


Hs.283256 


EST 


Hs 283257 


EST 


Hs 283258 


ESTs 


Hs 283259 


EST 


Hs 283261 


EST 


Hs.283262 


EST 


Hs 283263 


EST 


Hs 283264 


EST 


Hs 283266 


ESTs 


Hs 283268 


EST 


He 981760 


EST, Weakly similar to AF18901 1_1 

riHoniirlpaef* TTT I"H Qanipnol 

1 1 VJ\JlXll\sL\*ClJ\s 1X1 1 XX. 3d |J1 Gild J 


Hs.283270 


EST 


Hs 283271 


EST 


Hs 283272 


EST 


Hs 283274 


EST 


Hs.283275 


EST 


Hs 283276 


ESTs Weald v similar to S32605 collaeen 
alnha "\C\JW chain - ttioikp fM mimculu^l 


Hs 283392 


ESTs 


Hs 283433 


ESTs 


Hs.283434 


ESTs 


Hs.283438 


ESTs 


Hs.283442 


ESTs 


Hs.283443 


ESTs 


Hs.283456 


ESTs 


Hs.283457 


ESTs, Weakly similar to similar to collagen 
fC.elegansl 


Hs.283458 



CD94 


He 41682 




HLJ1 


Hs.41693 


ESM1 


Hs41716 


MSH3 


Uc 49R74 


cAMP resoonsive element hindina nrotein- 
like 1 


Hs 49853 




1KB KG 




HYvmfi eaniftfie eivnrn*f*eenr ivf" wh iff* ar\r\mt 

llUillU DuLriwllO oUJJ L/l USUI vi, W111LC dUl lVyUL 

hnmnlna 9 i*SWAP9 1 mPWA 

HUlUUH/£ i, \0 VV t\xz, )j liLlvlN/A.. 




LEU2 




Homn efmipne iiTvrniTnoolrihiiliri InmHHn 

llvulU OC4 L/IwIIaJ llLLUlUllwglvvUlIll ICllllUUCl 


Hq 43814 




SIRT2 


Hs 44017 




Hs 44087 


TREM2 


Hs 44234 


serine/threonine kinase 19 


Hs.444 




Hs 44512 




Hs 44628 




Hs 45063 


LTC4 synthase 


Hs.456 


FUT2 


Hs 46328 


CCR6 


He 46468 

lla.'TVrTUO 


POLM 


Hs 46964 


EXOl (HEX1) 


Hs 47504 


FEN1 (Dnase IV) 


Hs 4756 1 




Hs 4863 


golgin-165 


Hs.4953 




Hq 50102 


ATP**bindin£ cassette sub-familv B 
(MDR/TAP) member 3 


Hs.502 






Hs 5057 


cornendeRmrtsiri 


Hq 507 


Histone H2 (H2AFP i 


Hs 51011 


CCNH 


Hs.514 


EST 


Hs 5146 


SMUG1 


Hs 5212 


ABH (ALKB) 


Hs 54418 


CCR5 


He 54443 


CD81 


Hs 54457 


TNFSF13 


Hs 54673 


PRPS1 


Hs.56 




He <561 56 




Hs.56265 


killer cell immunoglobulin-like receptor, 
three domains, long cytoplasmic tail, 2 


Hs.56328 




EST 


Hs.5656 




Hs.56845 


MLH1 


Hs.57301 


testis specific basic protein 


Hs.57692 
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ESTs 


Hs.283459 


bo is 


MS.^oj40U 


ESTs 


HS.Zo.54oz 


ESTs 


Hs.283463 


ESTs 


Hs.283496 


ESTs 


Hs.283497 


ESTs 


Hs.2834yy 


ESTs 


Hs.2835O0 


ESTs, Weakly similar to ORF YDL014w 
rs.cerevisiael 


Hs.283504 


ESTs, Weakly similar to S09646 collagen 
alpha 2(VI) chain precursor, medium sphce 
form - human □ IH.saDiensl 


Hs.283505 


ESTs 


Hs.283608 


CD42c 


Hs.283743 


tenascin XA 


Hs.283750 


immunoglobulin kappa variable 1D-8 


Hs.283770 


protocadherin gamma subfamily A, 2 
(PCDHGA2) 


Hs.283801 


Homo sapiens mRNA; cDNA 
DKFZp762F0616 (from clone 
DKFZp762F0616) 


Hs.283849 


Homo sapiens clone bsmneg3-t7 
immunoglobulin lambda light chain VJ 

. • /*w m \ y\ "VTA — a. ' _ 1 _ t _ 

region, (IGL) mRNA, partial cds 


Hs.283876 


Homo sapiens transgenic- JHD mouse #2357 
immunoglobulin heavy chain variable 
region (IgG VH251) mRNA, partial cds 


Hs.283878 


Homo sapiens clone N97 immunoglobulin 
heavy chain variable region mRNA, partial 
cds 


Hs.283882 


Homo sapiens clone case06Hl • 
immunoglobulin heavy chain variable 
resion gene, partial cds 


Hs.283924 


Homo sapiens HSPC077 mRNA, partial cds 


Hs.283929 


Homo sapiens HSPC088 mRNA, partial cds 


Hs.283931 


Homo sapiens HSPC097 mRNA, partial cds 


Hs.283933 


Homo sapiens HSPC102 mRNA, partial cds 


Hs.283934 


Homo sapiens HSPC107 mKNA, partial cds 


Hs.283935 


CMKRL1 


Hs.28408 


FANCA 


Hs.284153 


Homo sapiens immunoglobulin mu chain 
antibody MO30 (IgM) mRNA, complete 
cds 


Hs.284277 


gamma-glutamyltransferase 1 





ESTs 


Hs.57841 


Human 6Ckine 


Hs.57907 




Hs.5816 


Homo sapiens cell growth regulatory with 
ring finger domain (CGR19) mRNA. 


Hs.59106 


ERCC1 


Hs.59544 




Hs.61558 


Homo sapiens GPI transamidase mRNA, 
complete cds. 


Hs.62187 




Hs.62699 




Hs.63913 


Homo sapiens chloride intracellular channel 
3 (CLIC3), mRNA. 


Hs.64746 


FANCF 


Hs.65328 




Hs.6544 


interleukin 1 receptor-like 1 


Hs.66 


CD38 


Hs.66052 i 




Hs.6607 


RAD54L 


Hs.66718 


SCYA17 (CCL17) 


Hs.66742 


IL-12 


Hs.673 ! 


If,.,,,,.,, TT _/A 

Human LL-12 p40 


Hs.674 


LILRB4 


Hs.67846 


interleukin 5 receptor, alpha 


Hs.68876 






Hs.6891 




Hs.69233 


FUT1 


Hs.69747 


B-factor, properdin 


Hs.69771 






Hs.70333 




Hs.71618 


RAD1 


Hs.7179 


interleukin 19 


Hs.71979 
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putative human HLA class II associated 

nrnfpm I 


Hs.285013 


interleukin 13 receptor, alpha 1 


Hs.285115 


rn w ni 

vL/WJ J I 


Hs 285401 


Homo sapiens VH2-D3.10-JH5b gene for 

immnnnolnhnlin heaw rhain variahlp 

UlUilUllUglUUllllll iiC/dVjr vliam voiiauiw 

region 


Hs.287403 


Homo sapiens cDNA: FLJ22546 fis, clone 


Hs.287697 


Homo sapiens cDNA: FU23 140 fis, clone 
LNG09065 


Hs.287728 


XJ canionc mP"NJA fir\i* HT A— P nlfVha f* Via in 
n.oapicuS iIli\_LN/\ 1UJ XXLi/t. axpila vUaXu 


Hq 9R7R1 1 
nb.zo /oil 


tioino sapiens cione /\oivincgi-Di 
immunoglobulin lambda chain VJ region, 
liAjiwj mKJNA, partial cos 


He 9R7R1 ^ 
rlS.Zo /olD 


numu Sapiens ciuiic vi l\r i - x z. 

unmunogiODUim lamoaa cnain v j region, 
livji-ij mivXN/i, poTuai cos 


Hq 9R7R16 


EST 


Hq 9R7R17 

XXO.Z.O / O 1 / 


myelin protein zero-like 1 


Hs.287832 


immunoglobulin lambda-like polypeptide 1 


Hs.288168 


psithpncinR 
a uic jjo liJLD 


Hq 9RR1R1 


G18.2 protein 


Hs.288316 


ESTs 


Hs 288403 


EST 


Hs.288431 


Homo QanienQ nartial TOVT-J'2 txene "for 

immunoglobulin heavy chain V region, case 

9 rpll R 45 


Hs 288553 


nnlvmpnr immiinno-l/Vhiilin rfv/^ntrvr 

|/Uiyilld Iw lllllilllliWgUJUllllll ICvCJJLUl 


He 9RR57Q 

.T1S..&00-J / I? 


Human irnrniinrtalnhiilin hpaw rn^in 

JTLUJJICUi. lllxlllllllUgiUUllllll liCalV Jr Vliaiii 

VaXlaUlc rcglUIl ^ V *f-*t / £CI1G, pal Lid 1 (Alb 


Hq9RR71 1 


Human immunoglobulin heavy chain 
variable region (V4-4b) gene, partial cds 


Hs.289036 




Hq 9RQ91 


FST 


Hq 9RQ577 


FST 


Hq 9R0R^fi 


EST 


Hq 9RQR78 


GSN 


Hq 290070 


EST Weaklv similar tr» unnamed nrntein 

product TH.sapiensl 


Hs 290133 


EST 


Hs.290227 


ESTs 


Hq9Q011S 


EST 


Hs.290339 


EST 


Hs290340 




Hs.29055 


EST 


Hs.291125 


EST 


Hs.29U26 


CD91=LRP 


Hs.89137 



MEK2 


Hs.72241 


IL-7 


Hs.72927 


STAT2 


no. / bouo 


CD42d 


Hs.73734 


MIF 


Hs.73798 


ECP 


Hs.73839 




HS. /3oJo 


|\j|MPQ 


Ue> 70QJ50 

MS. toooZ 


itjl./\-vj msiocompaUDmiy antigen, ciass i, 

ri 


Hs.73oo5 


TNFRSF9 

X I^IX 1W1 >r 


no. r \j\j\3yj 


IL-4 


Hs.73917 


HLA-DQB1 


Hs.73931 


RAG1 


Hs 739Sft 

1 IO. f 


LAG-3 


Hs.74011 1 




Hq 7d09 

1x0 • / HuZ 


CD163 


Hs.74076 


immiinoplnhiilin Qimprfamilv mpmhpr 9 
11111 11 uuugiuu 111 iii ou^jgi loiiiiiy, iiiciuuci a. 


Hq 741 1 ^ 
no. / *+ 1 1 d 


CD 158b 


Hq 741^4 1 
nb. /huh 




He 74^4 
rib. /nj'r 


TCRa 


Hs.74647 


JlUlllOll xllllllUxlUUCilUlCllUjr VITUS i. 

enhancer-binding protein 2 


He 7^0^ 
IxS. / JUOJ 


MT N50 

XVX±-rX^i.JVJ 


Hq 7^0Rn 
rib. / JUOv 


IvqvI nvfirnwlasp rPT OD^ 
Xjoyi iiyvu way looc \xLj\jui 


Hq 7S0Q^ 




Hq 7S10 

lib. / 


Hnmn Qaniene tranQerintinn farfnr 1 

frnitophnnHrial Iran crriTitinn fi»f*tnr 1-Hlr#*^ 
^liiitv/viiuiiui iai u aiiovi i^J uiuii la^lUl l iiivc J 

I 1 V^fOJ-il ) IlllvlNrV. 


Hq751^'? i 




no. / 0000 




Hs.75450 ! 




Hq 7S4^9 


CD151 


Hs.75564 1 


REUK 


Hs.75569 


CD122 


Hs.75596 i 


CD14 


Hs.75627 


nuclear factor erythroid 2 isoform f=basic 
leucine zipper protein {alternatively spliced 


Hs.75643 


C1QB 


Hs.8986 
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XPF(ERCC4) 


Hs.89296 


Carbonic anhydrase IV 


Hs.89485 


CETP 


Hs.89538 


RAD52 


Hs.89571 


GTF2H1 


Hs.89578 


Fc fragment of IgE, high affinity I, receptor 
for; alpha polypeptide 


Hs.897 


transcript chl38 


Hs.94881 




Hs.9578 


TL-9 


Hs.960 


NFATCI 


Hs.96149 


OGG1 


Hs.96398 




Hs.96499 


NFKBIB 


Hs.9731 


XAB2 (HCNP) 


Hs.9822 


CD40 


Hs652 



superkiller viralicidic activity 2 (S. 
cerevisiae homolog)-like 


Hs.89864 




EST 


Hs.90165 


EST 


Hs.90171 


GTF2H3 


Hs.90304 


protein tyrosine kinase related sequence 


Hs.90314 




Hs.90463 


SGRF protein, Interleukin 23 pi 9 subunit 


Hs.98309 


XRCCi 


Hs.98493 


Homo sapiens mRNA for KIAA0543 
protein, partial cds. 


Hs.98507 




Hs.9893 


DIR1 protein 


Hs.99134 


XRCC3 


Hs.99742 


Elastasefleukocyte) 


Hs.99863 


JAK3 


Hs.99877 
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hybridization analysis 



Example 


Offset on Acc 


Accession 






Numoer 




Clone 


Start 


End 


NumDer 


unibene 


oignir 


Clones 


Genbank Description 


56D1 


1521 


1685 


D00022 


Hs.25 


1.00E-84 


1 


for F1 beta subunlt, complete 


586E3 


1227 


1448 


NMJJ01686 


Hs.25 


1.00E-89 


1 


ATP synthase, H+ transporting, mitochondrial 


459F4 


1484 


2522 


NM_002832 


Hs.35 


0 


3 


protein tyrosine phosphatase, non-receptor t 


41A11 


885 


1128 


D12614 


Hs.36 


1.Q0E-125 


1 


lymphotoxin CTNF-beta), complete 


41G12 


442 


1149 


D10202 


Hs.46 


0 


1 


for platelet-activating factor receptor, 


98E12 


1928 


2652 


NIW 002835 


Hs.62 


0 


1 


protein tyrosine phosphatase, non-receptor t 


170E1 


473 


1071 


U13044 


Hs.78 


0 


1 


nuclear respiratory factor-2 subunit alpha mRNA, com 


40C6 


939 


1357 


D11086 


Hs.84 


0 


1 


mterieuktn 2 receptor gamma chain 


521 F9 


283 


1176 


NM.000206 


Hs.84 


0 


8 


interleukin 2 receptor, gamma (severe combined 


60A11 


989 


1399 


L08069 


Hs.94 


0 


2 


heat shock protein, E. coll DnaJ homotogue complete 
cd 


520B9 


545 


1438 


NM_001 539 


Hs.94 


0 


3 


heat shock protein, DNAJ-like 2 (HSJ2), mRNA / 


460H9 


626 


1104 


NM_021127 


Hs.96 


0 


1 


phorboM2-myrlstate-13-acetate-lnduced p 


127G12 


651 


1223 


NM_004906 


Hs.119 


0 


2 


Wilms tumour 1 -associating protein (KIAA0105 


586A7 


438 


808 


NM_000971 


Hs.153 


0 


3 


ribosomal protein L7 (RPL7), mRNA /cds=(1 0,756 


99H12 


2447 


4044 


NM_002600 


Hs.188 


0 


2 


phosphodiesterase 4B, cAMP-specific (dunce ( 


464D4 


2317 


2910 


NM_002344 


Hs.210 


0 


1 


leukocyte tyrosine kinase (LTK), mRNA/cds=(17 


464B3 


10 


385 


NMJ)02515 


Hs.214 


1.00E-164 


1 


neuro-oncological ventral antigen 1 (NOVA1), 


40A12 


296 


1153 


L11695 


Hs.220 


0 


1 


activin receptor-like kinase (ALK-5) mRNA, complete 


129A2 


4138 


4413 


NM_000379 


Hs.250 


1 .00E-1 55 


1 


xantnene dehydrogenase (XDH), mRNA 


36B10 


80 


1475 


AF068836 


Hs.270 


0 


3 


cytohesm binding protein HE mRNA, complete cd 


45C11 


58 


1759 


kit J AAiOAe 

NM_004288 


Hs.270 


0 


2 


pleckstiln homology, Sec7 and coiled/coil dom 


128C12 


2555 


3215 


NM_Q00153 


Hs.273 


0 


4 


galactosylceramtdase (Krabbe disease) (GALC) 


67H2 


259 


1418 


D23660 


Hs.286 


0 


8 


ribosomal protein, complete cds 


151E6 


624 


1170 


AF0521 24 


Hs.313 


0 


1 


clone 23810 osteopontin mRNA, complete cds /c 


45A7 


4 


262 


NM__000582 


Hs.313 


1.00E-136 


1 


secreted phosphoprotein 1 (osteopontin, bone 


44C10 


2288 


2737 


J03250 


Hs.317 


0 


1 


topolsomerase 1 mRNA, complete cds 
















/r»Hc— f91 1 *3Knn\ / 


yyny 


00R7 




INIVI__UU 1OO0 




A 

u 


£ 


inieneuKin iu receptor, aipna uliukaj, itiknm 


AA DA 






UUUD/ d. 


He ^9T 


a 
u 


c 
O 


inteneutvin-i u receptor rnrux/x, complete 






QRQ 




He XAH 


n 

V 


oo 


infoffornn namma troahnanl Inr4n#*tfa)a if*fto~~i 4 A A 
IfiltSi ItnUlt ydfTlffld llGdl/T lt?(ll lilUUCIOlo /WJ3~^ 1 


AA A10 


1854 


2590 




He *kA7 


A 

u 




lacioiemn /cos— i^y^.z^yj /gD = Aooyoi /gp 


40F1 


1377 


1734 


U95626 


Hs.395 


0 


1 


ccr2b (ccr2), ccr2a (ccr2), ccr5 (ccr5) and cc 


463H4 


55 


434 


NMJXM459 


Hs.428 


0 


1 


frns-related tyrosine kinase 3 ligand (FLT3LG) 


127E1 


552 


1048 


NM_005180 


Hs.431 


0 


1 


murine leukemia viral (bmM) oncogene homolo 


73G12 


189 


1963 


NM_004024 


Hs.460 


0 


17 


activating transcription factor 3 (ATF3), ATF 


524A4 


1361 


2136 


NM_004168 


Hs.469 


0 


2 


succinate dehydrogenase complex, subunlt A, 


41C7 


1554 


2097 


D10925 


Hs.516 


0 


1 


HM145 /cds=(22,1089) /gb=D10925 /gi=219862 


588A2 


48 


163 


NMJ)01032 


Hs.539 


1.00E-59 


1 


ribosomal protein S29 (RPS29), mRNA /cds=(30,2 


177B4 


1 


1674 


AF076455 


Hs.550 


2.00E-37 


2 


PhLOP2 mRNA, complete cds /cds=(5,358) /gb=AF 


68G5 


2 


1454 


M26383 


Hs.624 


0 


17 


rnonocyte-derived neutrophil-activating protein (M 


45F10 


•\ 


1454 


NM_000584 


Hs.624 


0 


11 


interleukin 8 (IL8), mRNA /cds=(74,373) /gb=N 


59F11 


69 


1822 


X68550 


Hs.652 


o 


14 


TRAP mRNA fnr tinanrf rtf CHAd /rHes/^A RA1 \ /nh=VS 


471 C9 


3115 


3776 


NMJJ00492 


Hs.663 


0 


1 


cystic fibrosis transmembrane conductance re 


68D1 


228 


866 


M20137 


Hs.694 


0 


3 


interleukin 3 (IL-3) mRNA, complete cds, clone pcO- 
SR 


49H3 


42 


665 


NMJJ00588 


Hs.694 


0 


1 


interleukin 3 (colony-stimulating factor, mu 


147H3 


110 


340 


BF690338 


Hs.695 


1.00E-102 


1 


602186730T1 cDNA, 3* end /clone=lMAGE:4299006 


483E4 


310 


846 


NMJJ00942 


Hs.699 


0 


1 


peptidylprolyl isomerase B (cyclophllin B) ( 


522B12 


349 


755 


NMJJ00788 


Hs.709 


0 


2 


deoxycytidine kinase (DCK), mRNA /cds=(1 59,94 


331 E5 


1293 


1470 


J03634 


Hs.727 


9.Q0E-75 


1 


erythrold differentiation protein mRNA (EDF), comple 


514D12 


1164 


1579 


NMJD04907 


Hs.737 


1.00E-169 


3 


immediate early protein (ETR101), mRNA /cds=( 


73H7 


1953 


3017 


AJ243425 


Hs.738 


0 


8 


EGR1 gene for early growth response protein 1 / 
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592A8 


10 


454 


IN ML_ 0039/3 


lis. f 3o 


U 


0 


noosomai protein L14 (RPL14), mRNA 


519A1 


116 


1527 


NM_000801 


Hs.752 


1.00E-163 


2 


FK506-binding protein 1A(12kD) (FKBP1A), mRN 


109H11 


1 


1208 


M60626 


Hs.753 


0 


10 


N-formylpeptide receptor (fMLP-R98) mRbJA, complete 




4 
1 


i 17C 
1 1 IO 




We 757 


n 


9R 
ZO 


formyl peptide receptor 1 (FPR1), mRNA 


lUOLrl 




open 

£obU 


Ki(v/i nr»9ftQO 


He 7 Aft 

no. / 00 


u 


4 
1 


RAS p21 protein activator (GTPase activating p 


41 H4 


3142 


3332 


kia/i nnn/i-to 
lNlVI_UUU4 iy 


u» 70c 
MS, / oo 


1 .UUt-o4 


4 

1 


integnn, alpha zd (platelet glycoprotein lib 


171D2 


198 


748 


X54489 


Hs.789 


1.00E-132 


2 


melanoma growth stimulatory activity (MGSA) 


458H7 


2165 


2818 


NM_001656 


Hs.792 


0 


1 


AOP-ribosylation factor domain protein 1, 64 


62B3 


833 


1241 


M60278 


Hs.799 


0 


2 


heparin-binding EGF-fike growth factor mRNA, 
















complet 


53G4 


1299 


2166 


AK001 364 


Hs.808 


0 


6 


FU 10502 fls, clone NT2RP2000414, highly 


597F3 


1136 


1797 


NWM)0496d 


Hs.808 


0 


2 


heterogeneous nuclear ribonudeoprotein F ( 


143F7 


575 


985 


M74525 


Hs.811 


0 


3 


HHR6B (yeast RAD 6 homologue) mRNA, complete 


518H8 


580 


»f 4 


Nlvl_UU333/ 


II- Q 4 A 

ns.ol 1 


u 


1 


ubiquitin-conjugating enzyme E2B (RAD6 homo! 


45G8 


277 


833 


kill 

NM_002121 


Hs.814 


0 


1 


major histocompatibility complex, class II, 


41H11 


719 


1534 


NM_005191 


Hs.838 


0 


1 


CD80 antigen (CD28 antigen ligand 1 , B7-1 antlg 


41G1 


117 


557 


U3112Q 


HS.845 


0 


1 


interleukin-1 3 (IL-13) precursor gene, complete cds 


75E1 


693 


862 


J05272 


HS.850 


2.00E-58 


4 


IMP dehydrogenase type 1 mRNA complete 


129B11 


3361 


3883 


L25851 


Hs.851 


0 


1 


integrin alpha E precursor, mRNA, complete cds 


481 c9 


oool 


3742 


NM_0QZZU8 


Ue QC-4 

ns.ooi 


l.OUc-173 


1 


Integrin, alpha E (antigen CD 103, human mucosa 


ti m 


4 
1 


4 4 ere 


kjm nnnfiio 


Mc AAA 
ns.ooo 


u 


111 
1 1 1 


interreron, gamma {irNoj, mikna /cus-(iuo,bUo; 


rono 


4 
1 


1 4 ere 


V-1 **9"7.4 


Me ftAR 

ns.ooo 


u 




interreron irn-gamma /cus— (iuo.duo/ /gD-Ai3 


K9e;m 9 




ft CM 




Mc AQD 


1 nnp 191 


I 


lympnoioxin ueia yinr superramny, memDer o; 


**MCO 




qqq 


Al 191QAK 


H<i Q01 

M3.5V 1 


n 


R 


urMr\ ocvjUciiu; r\r 1 1 -Hu^r i u on cnrurnosorne iqt 




680 


933 


mm nni77fi 


Hs.901 


1 .UUC" IOU 


2 


rtDAft antinon /R_r<i|] momhrana r>rr»foin\ /r*DAft\ 
uow diniycii \D*ujii iiitsiiiuidne protein^ ^uu<to; 


179G8 


1652 


2181 


All 63285 


Ms. 926 


0 


\ 


r*h mm ncivnp 91 cprtmont HQ91f % ftA'« 
vlliUIIIUoU^IIO £1 ocylllclll nOZ luUOO 


AQC1A 4 




9009 


MM flft9ilfi^ 


He Q9A 


n 


•a 
O 


myxovirus (innuenza/ resistance ^, nomotog o 


110B12 


209 


1734 


M32011 


Hs.949 


0 


8 


neutrophil oxidase factor (p67-phox) mRNA, complete 


QQf*Q 




17*V* 
1 / oo 


mm nnnA^ 




u 


11 
1 1 


neuuopnii cyiosoiic Tacror 4. vooku, enrome g 


I9^ri9 






mm nnARA*; 


Mc QRR 
ns.ooo 


n 
U 


4 
1 








99ft*i 


mm nnRn9^ 


He QQ7 


ri 
U 


4 

1 


nmtaoea carina 99fD11\ mQMA tr*wit>—/4RA 4 1C 

protease, serine, £Z \"iij, itikima /cos— ( i D4, i^o 


**un 1 1 


K91 


ODh 


1 9RQ*>*^ 


Mc mm 


1 nnp 1^A 

1 .UUP- too 




cnromosomai protein mriiHH, compieie cos /cos— ^ 


1 1 DU 1 U 


9 IO 


030 


mm nn9Q^9 


no. IU IU 


u 


i 


mniilafAr #tf mifot!^ on in rl fa aeeamUlii 4 /DMCA 

rcyuiaiui ui miiuuc spinuie assemoiy i ^ kiviom 


Ww 1 I 






M**1A<>9 
lvi«> i •tOa 


Mc 1019 


n 


i 
1 


proime-ncn proiem ^rKr*/ mrvfvM, compieie 


1Q9Afi 
I9«nv 


0/1 1 




nm nnn9A4 

IN IVI__UUUtO*t 


Mc 1091 
ns. luzo 


u 


1 


pyruvate cenyurogenase \iipoamiaej eipna i \ 


dftni-n 1 


£ IOO 


9409 


MM fin47R9 
IN IVI_UU*f / Ot 


Mc ifi^n 
ns. iuou 


9 nnP-Qi 


A 
1 


r\\ &t+ts c*¥t) r% hAmnlAAW Caa7 nniJ aaTIa/I/aaII /Iaivi 

piecKsmn nomoiogy, oecr ana coMea/coii oom 


41F12 


9Q1 


565 




Mc 

MO. 1 U9 1 


1 .UUC- 1 1 £ 


4 
1 


\ oione lamuaa d>4 ) cyioioxic i -(ynripnocyie-associate 


41 A5 


1311 


1852 


M55654 


Hs.1100 


0 




TATA-hlnriinn nmfpin mRNA rnmnlptA 


461 D7 


999 


1277 


NMJ)02698 


Hs.1101 


1 .OOE-92 


1 


POU domain class 2 transcriDtion factor 2 ^P 


597H9 


1083 


1224 


NM_000660 


Hs.1103 


3.00E-75 


1 


transformina arowth factor beta 1 fi"GFB1^ mR 


40B5 


1433 


2010 


X02812 


Hs.1103 


0 


1 


transform tng growth factor-beta (TGF-beta) 


106A10 


1977 


2294 


M73047 


Hs.1117 


1.00E-176 


1 


trinpntlrivl n^ntidase II mRNA comnlptp rrl^ /r 


165E8 


4273 


4582 


NMJ>03291 


Hs.1117 


1.00E-173 


1 


tripeptidyl peptidase II (TPP2), mRNA/cds=(23 


63G12 


1114 


2339 


D49728 


Hs.1119 


0 


7 


NAK1 mRNA forDNA binding protein, complete 


amain 

HDD IU 


lOl f 


1ft ^7 
too l 


MM 0X191 


Me 111Q 

ns. 1 1 is* 


u 


4 
\ 


nuclear receptor subfamily 4, group A, member 


37H3 


568 


783 


M24069 


Hs.1139 


1.00E-119 


1 


DNA-hlnriinn Dfotein A fdboA) aonp 3' end 


476F9 


209 


608 


NMJ)00174 


Hs.1144 


0 


1 


glycoprotein IX (platelet) (GP9), mRNA fcds=< 


43A10 


1105 


1357 


U15085 


Hs.1162 


3.00E-41 


1 


HLA-DMB mRNA, complete cds 


139D6 


1345 


1680 


L11329 


Hs.1183 


1.00E-102 


1 


protein tyrosine phosphatase (PAC-1) mRNA, co 


134B12 


1233 


1675 


NM_004418 


Hs.1183 


0 


1 


dual specificity phosphatase 2 (DUSP2), mRNA 


58F1 


17 


341 


NM_002157 


Hs.1197 


0 


1 


heat shock 10kD protein 1 (chaperonin 10) (HSP 


158G5 


20 


341 


U07550 


Hs.1197 


1.00E-180 


2 


chaperonln 10 mRNA, complete cds 


167C8 


813 


1453 


NM_000022 


Hs.1217 


0 


4 


adenosine deaminase (ADA), mRNA/cds=(95,1186 


179H1 


730 


1452 


X02994 


Hs.1217 


0 


5 


adenosine deaminase (adenosine amino hydrola 


40E10 


594 


792 


M38690 


Hs.1244 


1.00E-109 


1 


CD9 antigen mRNA, complete cds 
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41C5 


1280 


1438 


AK024951 


Hs.1279 


2.00E-80 


1 


FLJ21298 fis. clone COL02040, highly sim 




inn? 


1 f oo 




He 17R7 


n 


-I 






4 co a 
IDOO 


1R71 


iWJc. ( DO 


no. 1 


^ nnF-QR. 


] 


uuiiipicrncni cumponeni uo mrvixM, compieic 
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2 


FU12912 fis, done NT2RP2004476, highly 


127H11 


977 


1666 


NM_020307 


Hs.4859 


0 


1 


cycDn L anla^a aOC57018), mRNA /cds=(54, 163 


479A11 


215 


544 


AK001942 


Hs.4863 


1.00E-173 


1 


cDNA FU11080 fis, clone PLACE1005181 /cds=UN 
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MrlUOJOD 


14c /lft7R 


u 


i 


K-Cl cotransporter rvuooa mRNA, alternatively 


525F9 


1059 


1784 


NM_008513 


■ I—. A BOO 

Hs.4888 


0 


3 


seryMRNA synthetase (SARS), mRNA /cds=(75,1 


114D8 


931 


1051 


Z24724 


HS.4934 


4.00E-52 


1 


H.sapiens potyA site DNA /cds=UNKNOWN 
















/gb=Z24724 /gr=50503 


587C10 


1104 


1343 


NM_008787 


H3.4943 


3.00E-94 


1 


hepatocellular carcinoma associated protein; 


174F12 


1749 


2291 


NM_018107 


Hs.4997 


0 


3 


hypothetical protein FLJ10462 (FLJ10482), mR 


514C11 


899 


1489 


AK021776 


Hs.5019 


0 


1 


cDNA FLJ 11714 fte, clone HEMBA1 005219, weakly 


126H9 


25 


397 


BE379724 


Hs.5027 


1.Q0E-118 


1 


6011 5941 5T1 cDNA, 3' end /clone=IMAGE:3511107 


599B5 


801 


970 


NM_017840 


Hs.5080 


5.00E-73 


1 


hypothetical protein FU20484 (FU204B4), mR 


47E5 


4 


720 


AL034553 


Hs.5085 


0 


2 


DNA sequence from clone 914P20 on chromosome 
















20q13.13 


122C11 


492 


860 


NM_003859 


Hs.5085 


0 


1 


dolichyl-phosphate mannosyltransferase pol 


116H6 


1644 


2902 


NMJ514868 


Hs.5094 


1.00E-102 


2 


ring finger protein 10 (RNF10), mRNA/cds=(698, 


187G7 


700 


1268 


NMJ)Q4710 


Hs.5097 


0 


1 


synaptogyrin 2 (SYNGR2), mRNA /cds=(29,703) / 


174G3 


240 


500 


NMJ)03746 


Hs.5120 


1.00E-144 


4 


dynein, cytoplasmic, light polypeptide (PIN) 


145B6 


199 


695 


BE539096 


Hs.5122 


1.00E-165 


2 


601 061641 F1 cDNA, 5* end /clone=l MAGE: 3447850 


466C1 


1 


529 


BG028906 


Hs.5122 


0 


2 


60229301 5F1 cDNA, 5' end /clone=IMAGE:4387778 


6QF6 


62 


455 


RF^072n 

Drgu/ £.\o 


Hs.5174 


n 


i 


ouiosuoari cuiwa, Q enu /Clone— IMAV3C.41ob/!>4 


583F4 


82 


477 


NMJ)01021 


Hs.5174 


0 


1 


« ribosomal protein S17 (RPS17), mRNA /cds=(25.4 


74C4 


1955 


2373 


AK025367 


Hs.5181 


1.G0E-179 


1 


FU21714 fis, clone COL10256, highly slm 




702 


987 




113.3 1 0*r 


1 00E-161 

1 ,UUC-IO 1 


• 


uNft sequence irom ctone r\r'4-s>4»jj 1 y on 
















chromosome 20 C 


180G4 


26 


639 


NM_002212 


HS.5215 


0 


2 


integrin beta 4 binding protein (ITGB4BP), mRN 


98F1 


17 


636 


NMJ)14165 


Hs.5232 


0 


5 


HSPC125 protein (HSPC125>, mRNA /cds=(79,606) 


525A8 


479 


992 


MM 006698 


Hs 5300 


Q 


i 
i 


UidUUCI vallWSl ctodUuldlCU piulcin ^Dl_\jMr^, 171 r\ 


99C1 


19 


507 


NMJJ03333 


Hs.5308 


0 


3 


ubiquitin A-52 residue ribosomal protein fusi 


172D11 


714 


1805 


NM_005721 


HS.5321 


0 


3 


ARP3 (actin-related protein 3, yeast) homolog 


591F6 


475 


970 


NM_015702 


Hs.5324 


0 


1 


hypothetical protein (CL25022), mRNA /cds=(1 


68H8 


724 


1190 


NM_014106 


H9.5327 


0 


2 


PR01914 protein (PR01914), mRNA/cds=(1222 t 14 


194D12 


2128 


2499 


AB018305 


Hs.5378 


0 


1 


mRNA for KIAA0762 protein, partial cds /cds=(0 


501 G11 


823 


1322 


NM_020122 


Hs.5392 


0 


3 


potassium channel modulatory factor (DKFZP434 


74 B4 


502 


1257 


AF008442 


HS.5409 


0 


7 


RNA polymerase 1 subunit hRPA39 mRNA, complete 


1^4M7 
io*tn/ 




y i o 






n 


4 

1 


r\riPi polymerase i suounn \Kr7\4U), mKNA /cds = (z 






• 7*V70 




Me *i4*V7 


u 


■f 
1 


done nuuiuo rrvuinuo mrtNA, complete cos /cgs=( 


145C10 


2375 


2564 


AF016270 


Hs.5464 


1.00E-104 


2 


thyroid homione receptor coactivating protein 


587H7 


1857 


2563 


NM_006696 


Hs.5464 


0 


4 


thvroid hormone receDtor coacttvatlna nmteln 


183D10 


1199 


1347 


NM_006495 


Hs.5509 


9.00E-40 


1 


ecotropic viral integration site 2B (EVI2B), m 


181D7 


1385 


1752 


AK002173 


Hs.5518 


0 


1 


cDNA FU11311 fis, clone PLACE1010102 /cds=UNK 


173B1 


1 


642 


NM_003315 


Hs.5542 


0 


2 


tetratricopeptide repeat domain 2 (TTC2), mRN 


120F8 


1782 


2430 


AF1 57323 


H 3.5548 


o 


2 




464H2 


46 


357 


NM_000998 


Hs.5566 


1.00E-163 


2 


ribosomal orotein L37a fRPL37A> mRNA /cd«s=/1 


75F5 


1252 


2194 


AK027192 


Hs.5615 


0 


9 


FU23539 fis, clone LNG081 01 , highly slm 


56E8 


27 


205 


AI570531 


Hs.5637 


2.00E-95 


1 


tm77g04.x1 cDNA, 3' end /clone=]MAGE:2l64l82 


524G2 


2 


926 


NM„006098 


Hs.5662 


0 


9 


guanine nucleotide binding protein (G protein 


39F6 


2311 


2902 


AB014579 


Hs.5734 


0 


1 


for KIAA0679 protein, partial cds /cds=(0 


S87G2 


2883 


4606 


NM_012215 


Hs.5734 


0 


11 


meningioma expressed antigen 5 (hyaluronidase 


469E5 


5041 


5393 


NMJJ14864 


Hs.5737 


3.00E-75 


2 


K1AA0475 gene product (KIAA0475), mRNA /cds=(. 


120H3 


1022 


1553 


NMJM6230 


Hs.5741 


0 


1 


flavohemoprotein b5+b5R (LOC51167), mRNA /cd 


63H8 


1049 


1507 


AK025729 


Hs.5798 


0 


1 


FU22076 fis, clone HEP12479, highly sim 


590D9 


1015 


1470 


NMJ)15946 


Hs.5798 


0 


1 


pelota (Drosophila) homolog (PELO), mRNA /cds 


102E3 


655 


1027 


AK000474 


Hs.5811 


0 


1 


FU20467 fie, clone KAT06638 /cds=(360,77 
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187E5 


665 


1028 


NM 017835 


Hs 5811 


o 


1 


^iiiuiiiusuiiic £i open reauing irame oy \U£iur\r9«/i 


39F9 


1402 


1728 


AK025773 


Hs.5822 


0 


3 


FLJ22120 fis, clone HEP18874 /cds=UNKNOW 


39E12 


1064 


1843 


AF208844 


Hs.5862 


0 


1 


BM-002 mRNA, complete cds /cds=(39.296) /gb=A 


173H9 


908 


1684 


NMJM6090 


Hs.5887 


0 


2 


RNA.blndlng motif protein 7 (LOC51 120), mRNA / 


lonpft 




£UOO 


MM ni917Q 


nS.ja \£. 


1 nnp 14R 


i 


r-oox oniy protetn 7 (rbAU7), mRNA /CdS s (2Q5,17 


lyoui 


1*400. 


OQca 






A 
VJ 


o 
o 


cuimm. rLJ^i9o7 ns, clone ncP05652, highly slm 


4 4 CAC 


1401 


2073 




ns.Din y 


u 


4 

1 


CDNA. hLJ21288 ns, clone COL01927 /cdS=UNKNOW 




1232 


1 OJO 


MM Q02896 


Hs 6106 


1 OOF-126 


-J 


RMA hinrlinn mnHf nrntofn A tBRKAA\ mRNA /rHc— t 




563 

SCO 


1007 

IUU/ 


MM 018285 


Hs.6118 


o 


2 


hunnthpiinal nmfnln PI HftQC.fi /PI HftQfifit mD 
nypoiiieucai protein rLJiuyoo ^ruj tuyoo), mK 


180H12 


5224 


5568 


AF315591 


Hs.6151 


1.00E-135 


1 


Pumilio 2 (PUMH2) mRNA, complete cds /cds=(23,3 


185A7 


612 


1558 


NMJ)16Q01 


Hs.6153 


0 


6 


CGI-48 protein (LOC51096), mRNA /cds=(107 t 167 


595G2 


3207 


4752 


297056 


Hs.6179 


0 


10 


DNA seq from done RP3-434P1 on chromosome 22 


S92B11 


234 


4611 


AI745230 


Hs.6187 


l.UUfc-130 


b 


wgioeuo.xl CDNA, 3 end /clone==IMAGE:2364704 


O90F2 


994 


1625 


NM — UU4ol / 


Ur, CHOC 


0 


•a 


integnnHinked Kinase (ILK), mRNA/cds^lse, 


188A3 


1550 


2929 


MS1906 


Hs.6241 


0 


3 


P1 3-klnase associated p85 mRNA sequence 


103C12 


502 


1129 


AF246238 


Hs.6289 


0 


1 


HT027 mRNA, complete cds /cds={260,784) /gb=A 


100C2 


804 


1111 


AK024539 


Hs.6289 


1.00E-122 


1 


FU20886 fis, clone ADKA03257 /cds=(359, 


48QA11 


1149 


1242 


AB032977 


Hs.6298 


1.00E-46 


1 


mRNA for KIAA1151 protein, partial cds /cds=(0 


473C8 


3944 


4149 


NMJ)14859 


Hs.6336 


1.00E-106 


1 


KIAA0672 gene product (KIAA0672), mRNA/cds=( 


125A10 


1293 


1766 


NM - 006791 


Hs.6353 


0 


1 


MORF-related gene 15 (MRG15), mRNA /cds=(131,1 


182F5 


143 


2118 


NM_01 8471 


Hs.6375 


0 


3 


un characterized hypothalamus protein HT010 


587E8 


398 


2287 


NM_016289 


Hs.6406 


0 


7 


M025 protein (LOC51719), mRNA /cds=(53,1 078) 


135C3 


2519 


3084 


AF130110 


H3.6456 


0 


2 


clone FLB6303 PR01633 mRNA, complete cds /cds» 


178B5 


1744 


2425 


A 1 A 4 "TO CO 

ALU 7352 


Hs.6523 


0 


2 


DNA seq from clone RP5-876B10 on chromosome 
















iq4<4 


522F10 


2392 


2591 


NM_001183 


Hs.6551 


1.00E-110 


2 


ATPase, H+ transporting, lysosomal (vacuolar 


595C4 


1676 


2197 


NMJ521008 


Hs.6574 


0 


4 


suppressin (nuclear deformed epidermal autor 


481 F3 


745 


904 


AL1 17565 


Hs.6607 


9.Q0E-82 


1 


mRNA; cDNA DKFZp566F164 (from clone 
















DKFZD566F1 


124A3 


1046 


1575 


NMJM7792 


Hs.6631 


0 


1 


hypothetical protein FLJ20373 (FLJ20373), mR 


177F11 


1966 


2281 


AB046844 


Hs.6639 


1.00E-152 


1 


for KJAA1624 protein, partial cds /cds»(0 


521G7 


4600 


5210 


NM_014856 


Hs.6684 


0 


2 


KIAA0478 gene product (KIAA0476), mRNA/cds=( 


54C6 


265 


756 


AB037801 


Hs.6685 


0 


1 


for K1AA1 380 protein, partial cds /cds=(0 


75F7 


95 


3507 


AB014560 


Hs.6727 


0 


4 


for KIAA0660 protein, complete cds /cds=( 


477H12 


2 


457 


BF976590 


Hs.6749 


0 


1 


602244267F1 cDNA, 5' end /clone=IMAGE:4335353 


60A1 


1028 


1307 


AB026908 


Hs.6790 


1.00E-155 


1 


for microvascular endothelial differenti 


100G9 


341 


454 


BE875609 


Hs.6820 


2.00E-58 


1 


601487048F1 cDNA, 5' end /clone=l MAGE: 3889762 


184F7 


1259 


1633 


AF056717 


Hs.6856 


0 


5 


ash2!2 (ASH2L2) mRNA, complete cds /cds=(295,1 


1QCP7 


a *3cn 


1/11 




He ftfl^fi 

ns.oojo 


u 


o 
o 


ash2 (absent, small, or homeotic, Drosophila, 


I OOr 1 1 




enn 

DUU 




U c Cfl7Q 

nS.DO/3 


i.UUc-151 


A 

1 


DC 13 protein (Duio), mruMA/cds— ( 175,41 4) /gD= 


172G2 


1477 


1782 


MM 015530 


Hs 6880 


1 0nF-1fiQ 


1 




483G5 


3712 


3947 


AL031681 


Hs.6891 


3.Q0E-72 


1 


DNA sequence from clone 862K6 on chromosome 
















20q12-13.1 


184B1 


1 


622 


AF006086 


Hs.6895 


0 


3 


Arp2/3 protein complex subunit p21-Arc (ARC21 


599C12 


1 


622 


NMJJ05719 


Hs.6895 


0 


24 


actin related protein 2/3 complex, subunit 3 ( 


43A1 


2111 


2312 


AF037204 


Hs.6900 


9.00E-78 


1 


RING zinc finger protein (RZF) mRNA complete c 


105F6 


638 


1209 


AK026850 


Hs.6906 


0 


1 


FU23197 fis, done REC00917 /cds=UNKNOW 


178G10 


5939 


6469 


AJ238403 


Hs.6947 


0 


1 


mRNA for huntingtin interacting protein 1 /cd 


72A2 


178 


2992 


AF001542 


Hs.6975 


0 


9 


AF001542/clone=alpha_est218/52C1 /gb= 


37F2 


1757 


2397 


AK022568 


H3.7010 


0 


1 


FU12506 fis, clone NT2RM2001700, weakly 
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598D3 


1153 


1299 


NM_004637 


Hs.7016 


8.00E-56 


1 


RAB7, member RAS oncogene family (RAB7), mRNA 


524C11 


5542 


5678 


AB033034 


Hs.7041 


3.00E-72 


1 


mRNA for KIAA1208 protein, partial cds /cds={2 


109E10 • 


452 


1093 


AF1 04921 


Hs.7043 


0 


1 


succinyl-CoA synthetase alpha subunit (SUCLA1 


595F7 


449 


1150 


NM_003849 


Hs.7043 


0 


2 


succinate-CoA Hgase, GDP-formlng, alpha sub 


104H2 


644 


992 


NMJJ20194 


Hs.7045 


1.00E-156 


1 


GL004 protein (GL004). mRNA /cds=(72J28) /gb 


155C1 


3322 


3779 


AK024478 


HsJ049 


0 


2 


FLJ00071 protein, partial cds /cds=(3 


473B1 


3029 


3439 


AB051492 


Hs.7076 


1.00E-152 


1 


mRNA for KIAA1705 protein, partial cds /cds=(1 


125E3 


3512 


3948 


AL390127 


Hs.7104 


0 


1 


mRNA; cDNA DKFZp761P06121 (from clone 
















DKFZp761 


499B11 


1451 


1852 


NM021188 


Hs.7137 


0 


2 


clones 23667 and 23775 zinc finger protein (LOC 


52B12 


1850 


2178 


U90919 


Hs.7137 


1.Q0E-174 


1 


clones 23667 and 23775 zinc finger protein mRNA, 
















compl 


486A11 


855 


1186 


NMJ)03904 


Hs.7165 


1.00E-132 


1 


zinc finger protein 259 (ZNF259), mRNA /cds»(2 


46QB6 


2514 


3182 


NM_021931 


Hs.7174 


0 


1 


hypothetical protein FLJ22759 (FLJ22759), mR 


592H8 


3999 


4524 


AB051544 


Hs.7187 


0 


2 


mRNA for KIAA1757 protein, partial cds /cds=<3 


18QA10 


102 


468 


AL1 17502 


Hs.7200 


1.00E-141 


3 


mRNA; cDNA DKFZp434D0935 (from clone 
















DKFZp434 


127A12 


1503 


2688 


AL035661 


Hs.7218 


0 


2 


DNA sequence from clone RP4-568C11 on 
















chromosome 20p1 


592G9 


12 


263 


NM_015953 


Hs.7236 


1 OQE-138 


2 


CGl-25 protein (LOC51070), mRNA /cds=(44,949) 


127E3 


2624 


4654 


AB028980 


Hs.7243 


0 


3 


mRNA for KIAA1057 protein, partial cds /cds=(0 


135F2 


5029 


5175 


AB033050 


Hs,7252 


3.00E-78 


1 


mRNA for KIAA1224 protein, partial cds /cds=(0 


57G1 


2299 


2723 . 


NM_014319 


Hs.7256 


0 


1 


integral inner nuclear membrane protein (MAN1 


122D11 


2920 


3123 


AB014558 


Hs.7278 


5.00E-74 


1 


mRNA for KIAA0658 protein, partial cds /cds=(0 


471 H6 


1 


449 


AV702692 


Hs.7312 


0 


1 


AV702692 cONA, 5' end /cione=ADB BQC1 2 /clone_ 


104G12 , 


4314 


4797 


AF084555 


Hs.7351 


0 


2 


okadaic acid-induclble and cAMP-regulated ph 


590G7 


771 


1259 


NM_005662 


Hs.7381 


0 


5 


voltage-dependent anion channel 3 (VDAC3), mR 


159H2 


355 


1252 


AL1 37423 


H3.7392 


0 


3 


mRNA; cDNA DKFZp761E0323 (from clone 
















DKFZp761 E 


161F3 


1708 


2371 


NM_024045 


Hs.7392 


0 


1 


hypothetical protein MGC3199 (MGC3199), mRNA 


195E1 


1107 


1362 


NM_022736 


Hs.7503 


1.00E-129 


1 


hypothetical protein FLI14153 (FU14153), mR 


137F5 


59 


666 


NM_018491 


Hs.7535 


0 


2 


COBW-like protein (LOC55871 ), mRNA /cds={64,9 . 


597E1 


2302 


2893 


AF1 26028 


Hs.7540 


0 


2 


unknown mRNA /cds=(0,1261) /gb=AF126028 /gi= 


Hi odd 


ouuo 




AK075815 


Hs.7567 


1.00E-158 


1 


cDNA FLJ21 962 fis clone HEP05564 /cds=UNKNOW 


519H1 


232 


720 


BG1 12505 


Hs.7589 


0 


2 


6022821 07F1 cDNA, 5' end /clone=IMAGE:4369729 


73A9 


106 


3912 


M20681 


Hs.7594 


0 


8 


glucose transporter-like protein-Ill (GLUT3), compl 


51D3 


106 


3200 


NMJ)06931 


Hs.7594 


0 


2 


solute carrier family 2 (facilitated glucose t 


596E8 


1512 


1748 


M 94046 


Hs.7647 


1.00E-129 


2 


zinc finger protein (MAZ) mRNA /cds=UNKNOWN • ■ 
















/gb=M9404 


472A8 


1575 


1983 


NM_004576 


Hs.7688 


0 


1 


protein phosphatase 2 (formerly 2A), regulator 


191A10 


386 


889 


NMJ)07278 


Hs.7719 


0 


3 


' GABA(A) receptor-associated protein (GABARAP 


459C4 


5636 


5897 


AB002323 


Hs.7720 


2.00E-87 


1 


mRNA for K1AA0325 gene, partial cds /cds=(0,6265) 
/gb 


99A12 


606 


1253 


NM_01B453 


H9.77o1 


u 


1 


uncharacterized bone marrow protein BM036 (BWI 


72G8 


5806 


6409 


AB007938 


Hs.7764 


0 


5 


for KIAA0469 protein, complete cds /cas=( 


45G2 


6168 


6404 


kit a r\A a nfi 

NM_014851 


Hs.7764 


1.00E-132 


1 


KIAA0469 gene product (KIAA0469), mRNA /cds=( 


172A4 


371 


588 


NM_007273 


Hs.7771 


1.00E-107 


1 


B-cell associated protein (REA), mRNA /cds=(9 


177B8 


2055 


2431 


AK023166 


Hs.7797 


0 


1 


FU13104 fis, clone NT2RP3002343 /cds=(28 


99B6 


865 


1244 


NMJM2461 


Hs.7797 


0 


1 


TERF1 (TRFI)-interacting nuclear factor 2 (T 


160G8 


727 


860 


U94855 


Hs.7811 


5.00E-66 


1 


translation initiation factor 3 47 kDa subunit 


54G6 


1 


1007 


AK001319 


Hs.7837 


1.00E-148 


3 


FLJ10457 fis, clone NT2RP1001424 /cds=UN 


594A7 


1295 


1793 


NMJH3446 


Hs.7838 


0 


4 


makorin, ring finger protein. 1 (MKRN1), mRNA 


188A12 


1 


2013 


NM_017761 


Hs.7862 


0 


3 


hypothetical protein FLJ20312 (FU20312), mR 


594A2 


3060 


3588 


AK023813 


HS.7871 


0 


2 


cDNA FLJ13751 fis, clone PLACE3000339, weakly 


124C12 


472 


1251 


NMJ)01550 


Hs.7879 


0 


1 


interferon-related developmental regulator 


147A8 


1381 


1711 


Y10313 


Hs.7879 


1.Q0E-134 


1 


fbrPC4 protein (IFRD1 gene)/cds=(219,158 
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74H3 


4430 


4978 


AF302505 


Hs.7886 


0 


2 


pellino 1 (PELI1) mRNA, complete cds /cds=(4038 


71 G3 


473 


1112 


NM_0 16224 


Hs.7905 


0 


2 


SH3 and PX domain-containing protein SH3PX1 (S 


52C7 


1637 


2231 


AB029551 


Hs.7910 


0 


1 


YEAF1 mRNA for YY1 and E4TF1 associated factor 


177H5 


5411 


6045 


AB002321 


Hs.7911 


0 


1 


KIAA0323 gene, partial cds /cds=(0,2175) /gb 


114C8 


1678 


3078 


NM__017657 


Hs.7942 


1 .00E-149 


2 


hypothetical protein FU20080 (FU20080), mR 


169D8 


1453 


2158 


AK001437 


Hs.7943 


0 


1 


FU10575 Ms, clone NT2RP2003295, highly 


599G8 


618 


1204 


NM_003798 


Hs.7943 


0 


1 


RPB5-mediatlng protein (RMP), mRNA /cds=(465. 


127E11 


107 


796 


NMJD16099 


Hs.7953 


0 


3 


HSPC041 protein (LOC51125), mRNA/cds=(141,45 


98D6 


4769 


6506 


NM001111 


Hs.7957 


0 


20 


adenosine deaminase, RNA-specific (ADAR), tr 


37H10 


2479 


6594 


X79448 


Hs.7957 


0 


8 


IFI-4 mRNA for type 1 protein /cds=<1 165,3960) /g 


178G4 


4209 


5132 


AB028981 


Hs.8021 


0 


4 


mRNA for K1AA1058 protein, partial cds /cds=(0 


118E9 


630 


1688 


NM_006083 


Hs.8024 


0 


2 


IK cytokine, down-regulator of HLA II (IK), mRN 


171A8 


1658 


1973 


AK002026 


Hs.8033 


1.00E-151 


1 


FU11164 fts, done PLACE1 007226, weakly 


103G5 


1504 


1977 


NMJJ18346 


Hs.8033 


0 


1 


hypothetical protein FU1 1 164 (FLJ1 1 164), mR 


179G7 


2860 


3032 


AK022497 


Hs 8068 


6.00E-46 


1 


FLJ12435fis clone NT2RM 1000059 /cds=f88 

■ i&twu 119, 1*1 wile n ■ \i »l 1 \J\J\J*J%J\J ! L»Uo ^OO 


594A11 


2327 


2658 


NM018210 


Hs.8083 


1.00E-167 


1 


hypotheUcal protein FU10769 (FU10769). mR 


103B5 


1968 


2448 


AF267856 


Hs.8084 


0 


1 


HT033 mRNA, complete cds /cds=(203,931) /gb=A 


98E4 


1367 


1808 


AF1 13008 


Hs.8102 


0 


7 


done FLB0708 mRNA sequence /cds=UNKNOWN 
/gb= 


191H10 


4581 


5819 


NMJ)18695 


Hs.8117 


0 


3 


erbb2-interadlng protein ERBIN (LOC55914), 


99F1 


550 


2672 


AB014550 


Hs.8118 


0 


4 


mRNA for KIAA0650 protein, partial cds /cds=(0 


165H11 


488 


663 


NM_024408 


HS.8121 


3.00E-93 


1 


Notch (DrosophQa) homolog 2 (NOTCH2), mRNA/ 


515C7 


2188 


2514 


AL050371 


Hs.8128 


1.00E-114 


1 


mRNA; cDNA DKFZp566G2246 (from clone 
















DKFZp566G 


166A12 


234 


1196 


AF131856 


Hs.8148 


1.00E-155 


2 


clone 24856 mRNA sequence, complete cds /cds=( 


520H8 


512 


712 


NM_0 16275 


Hs.8148 


1 .00E-1 1 0 


1 


selenoprotein T (LOC51714), mRNA /cds=(1 38,62 


592D4 


1 


735 


NM_014886 


Hs.8170 


1.00E-152 


3 


hypothetical protein (YR-29), mRNA /cds=(82,8 


105F12 


349 


760 


AK001665 


Hs.8173 


0 


1 


FLJ10803 fts, clone NT2RP4000833 /cds=(1 


75A7 


737 


1458 


' AF000652 


Hs.8180 


0 


1 


syntenin (sycD mRNA, complete cds /cds=(148,1 


64H5 


105 


618 


NM_005625 


Hs.8180 


0 


3 


syndecan binding protein (syntenin) (SDCBP), 


61 G9 


3147 


3660 


AB01B339 


Hs.8182 


0 


2 


for KIAA0796 protein, partial cds /cds=(0 


39G2 


255 


1675 


AF042284 


Hs.8185 


0 


4 


unknown mRNA /cds=(76, 1428) /gb=AF042284 /gi 


192G5 


1054 


1580 


NM_021199 


Hs.8185 


0 


8 


CGl-44 protein; sulfide dehydrogenase like (y 


109D3 


1463 


2503 


AF269150 


Hs.8203 


0 


2 


transmembrane protein TM9SF3 (TM9SF3) mRNA, c 


115H4 


1251 


3187 


NMJJ20123 


Hs.8203 


0 


12 


endomembrane protein emp70 precursor isolog ( 


113F12 


2349 


3578 


AL355476 


Hs.8217 


4.00E-35 


2 


DNA sequence from done RP11-51701 on 
















chromosome X Co 


125D5 


582 


1050 


NM_0050Q6 


Hs.8248 


0 


1 


NADH dehydrogenase (ubiquinone) Fe-S protein 


460 D3 


4851 


5043 


AF035947 


Hs.8257 


7.00E-76 


1 


cytokine-inducible inhibitor of signalling t 


111E7 


729 


3182 


NM_0 13995 


Hs.8262 


0 


2 


lysosomal-associated membrane protein 2 (LAM 


590F10 


3012 


4133 


AK022790 


Hs.8309 


0 


6 


cDNA FU12728 fts, done NT2RP2000040, highly 


109B1 


138 


476 


AW973507 


Hs.8360 


1.00E-161 


1 


EST3856.07 /gb=AW973507 /gi=8 164686 /ug= 


61 A3 


1137 


1649 


AB033017 


Hs.8594 


0 


1 


for KIAA1191 protein, partial cds /cds=(0 


523E12 


905 


2998 


NM_G 07271 


Hs.8724 


0 


4 


serine threonine protein kinase (NDR}, mRNA / 


590G2 


3618 


3932 


NM_Q1B031 


Hs.8737 


1.0QE-166 


3 


WD repeat domain 6 (WDR6), mRNA /cds=(39,3404) 


464C3 


2299 


2494 


NM_018255 


Hs.8739 


1.00E-107 


1 


hypothetical protein FU10879 (FU10879), mR 


128H8 


1580 


1711 


NM_018450 


Hs.8740 


2.00E-64 


1 


uncharacterized bone marrow protein BM029 (BM 


179D3 


921 


1457 


AF083255 


Hs.8765 


0 


1 


RNA hellcase-related protein complete c 


195H11 


1247 


1481 


NMJJ07269 


Hs.8813 


1.00E-100 


1 


syntaxin binding protein 3 (STXBP3), mRNA /cds 


460F1 


68 


308 


AA454036 


Hs.8832 


1.00E-105 


1 


zx48b04.r1 cDNA, 5' end fclone=lMAGE:795439 / 


110E10 


3672 


5371 


AB032252 


Hs.8858 


0 


3 


BAZ1A mRNA for bromodomain adjacent to zinc fi 


113D1 


4814 


5890 


NM_0 13448 


Hs.8858 


0 


2 


bromodomain adjacent to zinc finger domain, 1 A 


120H7 


373 


633 


NM_017748 


Hs.8928 


1.QQE-143 


1 


hypothetical protein FU20291 (FU20291), mR 


470F10 


1670 


2260 


NMJ303917 


Hs.8991 


0 


2 


adaptor-related protein complex 1, gamma 2 su 


72H11 


1785 


2418 


M11717 


Hs.8997 


1.00E-147 


23 


heat shock protein (hsp 70) gene, complete cds 



/cds=(2 
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49H4 


1769 


2243 


NM_005345 


Hs.8997 


1.00E-145 


12 


heat shock 70kD protein 1 A (HSPA1A), mRNA /cds= 


519E7 


270 


729 


NM_003574 


Hs.9006 


0 


1 


VAMP ( vesicle-associated membrane nroteinVa 


142E2 


12B5 


1518 


AK022215 


Hs.9043 


1.00E-107 


1 


FLJ12153 fi<; rlnne MAMMA10n04S8 /rete=lINK 


108B9 


1160 


1823 


AJ00203O 


Hs 9071 

ns.owi 1 


0 




iui puiduvo progesterone Dinuiny proiein 


47C7 


452 


795 


AB011420 


Hs 9075 


0 


1 


for DRAK1 mmntpfp nrle /rH«i=M 17 I'UVf I / 


59QA4 


791 


1377 


NM 004760 


Hs 9075 


0 




ftRrinfi/fhronnlno kinaca 17a farmntncic-inHnr 1 
so' n ic/ii ii eui in it? mi Idac l/d lapupiUol9~inuuc 


ififlnn 

lOOU 1 1 


IUUU 


1641 


NM 017426 




0 




niirlonnnrin /MI IDR<4\ mQIJA Wc-Mfi -iC/fOV 

nuueuponn ^iNurot/, rnruxM /uas-^o, ioh^j 


63H9 


799 


1 163 


Y17829 


Hs.9192 


0 




iui nuriiei-tcidifciu proiein oyn**» /cos— o, 


1R7R11 
lorDI 1 


14RR 


1 ODO 


NM 006251 




0 




protein Kinase, /MvJr-aciivaiea, aipna i caiary 


I SOUS 








Mc Q*3A3 


n 
\j 




CUIvM ri_Jl*»ZDO TIS, ClOrie r*LHL»tluU^^OO /CaS— UNK. 


192F3 


245 


790 


NM_017983 


Hs.9398 


0 




hYDOthetical orotein FLJ10055 (FLJ1 00551 mR 


121C3 


3381 


3567 


AF217190 


Hs.9414 


3.00E-90 


1 


MLEL1 protein (MLEL1) mRNA, complete cds /cds= 


196B6 


959 


1551 


NM_003601 


Hs.9456 


0 


1 


SWI/SNF related, matrix associated, actin dep 


331 B5 


2624 


2950 


AF027302 


Hs.9573 


1.00E-179 


1 


TNF-a!pha stimulated ABC protein (ABC50) mRNA 


592E11 


1 


479 


NM_002520 


Hs.9614 


1.00E-139 




nucleophosmln (nucleolar phosphoprotein B23 


515D6 


1739 


2091 


AB037796 


Hs.9663 


1.Q0E-16O 


1 


mRNA for KIAA1375 protein, partial cds /cds=(0 


124A5 


1387 


1762 


NM_012068 


Hs.9754 


0 




activating transcription factor 5 (ATF5), mRN 


122A7 


1484 


1928 


AB028963 


Hs.9846 


1.00E-154 


1 


mRNA for KIAA1040 protein, partial cds /cds=(0 


591 E2 


1626 


2194 


AF1 23073 


Hs.9851 


0 


5 


C/EBP-induced protein mRNA, complete cds /cds 


111G2 


4208 


5361 


AB033076 


Hs.9873 


0 


2 


mRNA for KIAA1250 orotein nartial cds /cds=/0 


469D5 


932 


3551 


AK022758 


Hs 9908 


1.00E-178 


3 


cDNA FU 12696 fis clone NT2RP 100051 3 hlnhlv 


590D5 


172 


742 


NM_001425 


Hs.9999 


2.00E-94 


2 


epithelial membrane protein 3 (EMP3), mRNA /c 


112E7 


1065 


1753 


NM_001814 


Hs. 10029 


0 


1 


cathepsin C (CTSC), mRNA /cds=(33,1424) /gb=N 


IUDW 


1UOO 




AO / £. \ £. 


Me inn*7Q 
ris. lUlus 


U 


1 


cainepsm l» fcosr^oo.itiZQ) /gD=Aorzi/ / 


127B1 


1003 


1429 


NM_014959 


Hs. 10031 


0 


1 


KIAA0955 protein (KIAA0955), mRNA /cds=(31 3,1 


462E5 


332 


487 


AW293461 


Hs. 10041 


3.00E-46 


1 


UI-H-BI2-ahm-e-02-0-Ul.s1 cDNA, 3' end /don 


190E3 


101 


356 


NM_016551 


Hs. 10071 


6.00E-98 


1 


seven transmembrane protein TM7SF3 (TM7SF3), 


61 B6 


2571 


2764 


AL1 63249 


Hs.10175 


7.00E-94 


1 


chromosome 21 segment HS21C049 /cds=(1 28,2599 


110F6 


5310 


5808 


D87432 


Hs. 10315 


0 


1 


K1AA0245 gene, complete cds /cds=(261 ,1 808) 


196E10 


5312 


5753 


NM_003983 


Hs.10315 


0 


1 


solute carrier family 7 (catlonic amino acid t 


49D8 


315 


2207 


AK024597 


Hs.10362 


0 


3 


cDNA: FU20944 fis, clone ADSE01780 /cds=UNKNO 


129C7 


1000 


1364 


AB018249 


Hs. 10458 


0 


1 


CC chemokine LEC, complete cds /cds=(1 


62F11 


1239 


2034 


AL031685 


Hs.10590 


0 


2 


DNA sequence from clone RP5-963K23 on 
















chromosome 20q1 


460D5 


86 


815 


AL357374 


Hs. 10600 


0 


4 


DNA sequence from clone RP11.-353C18 on 
















chromosome 20 


179C12 


3765 


4300 


AK000005 


Hs.10647 


0 


2 


FLJ00005 protein, partial cds /cds={0 


482D12 


1753 


2359 


NM_004848 


Hs. 10649 


0 


1 


basement membrane-induced gene (ICB-1), mRNA 


184F4 


2686 


3194 


AL1 37721 


Hs.10702 


0 


1 


mRNA; cDNA DKFZp761H221 (from clone 
















DKFZp761H2 


186F10 


2688 


3084 


NM_017601 


Hs. 10702 


1.00E-137 


2 


hypothetical protein DKFZp761H221 (DKFZp761H 


461 E3 


593 


1110 


NM_021821 


Hs.10724 


0 


1 


MDS023 protein (MDS023), mRNA /Cds=(335,1018) 


598D5 


660 


1191 


NM_01 4306 


Hs. 10729 


0 


2 


hypothetical protein (HSPC117), mRNA /cds=(75 


125D9 


104 


397 


NM_002495 


Hs. 10758 


1.00E-165 


1 


NADH dehydrogenase (ubiquinone) Fe-S protein 


36A7 


172 


1114 


NM_006325 


Hs. 10842 


0 


11 


RAN, member RAS oncogene familyRAN, member 

RAS 


54H1 


240 


1467 


NM_012257 


Hs.10882 


0 


2 


HMG-box containing protein 1 (HBP1), mRNA /cds 


596B8 


1186 


1895 


AK025212 


Hs.10888 


0 


17 


cDNA FU21559 fis, clone COL06406 /cds=UNKNOW 


458G7 


989 


1492 


Z78330 


Hs.10927 


0 


1 


HSZ78330 cDNA /clone=2.49-(CEPH) /gb=278330 


115D2 


308 


638 


BF793378 


Hs.10957 


1.00E-102 


1 


602254823F1 cDNA, 5 f end /done=IMAGE:4347076 


148H9 


226 


863 


AF021819 


Hs. 10958 


0 


1 


RNA-binding protein regulatory subunit mRNA, 


173D5 


356 


816 


NM_007262 


Hs. 10958 


0 


1 


RNA-binding protein regulatory subunit (DJ-1 


39B7 


1553 


2256 


AF063605 


Hs.11000 


0 


1 


brain my047 protein mRNA, complete cds /cds=(8 


592H5 


1553 


2257 


NMJ)15344 


Hs.11000 


0 


3 


MY047 protein (MY047), mRNA /cds=(84,479) /gb 
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112G3 


2591 


3180 


AB046813 


Hs.11123 


0 


1 


mRNA for KIAA1593 protein, partial cds /cds=(4 


592E8 


251 


725 


NMJJ14041 


Hs.11125 


0 


2 


HSPC033 protein (HSPC033), mRNA /cds=<168,443 


477A2 


1610 


1697 


NMJ)03100 


Hs.11183 


8.00E-43 


2 


sorting nexin 2 (SNX2). mRNA /cds=(29, 1588) /g 


41G4 


6498 


6751 


AB014522 


Hs.11238 


1.00E-142 


1 


for KIAA0622 orotein nartial cds /cds=(0 


519A3 


759 


987 


NM_018371 


Hs.11260 


1.00E-127 


1 


hypothetical protein FLJ11264 (FU11264), mR 


175B4 


404 


688 


BE7B8546 


Hs.11355 


4.00E-75 


1 


601 4761 86F1 cDNA, 5' end /clone=IMAGE:3878948 


114F11 


245 


401 


BF665055 


Hs.11356 


4.00E-55 


1 


602119656F1 cDNA, 5' end /clone=lMAGE:4276860 


40D2 


So 


an a 


i icannn 


tis.l looo 


u 


4 
1 


monocyte cnemotacttc protetn-4 precursor (Wici J -4} 
mR 


109C3 


767 


2345 


M74002 


Hs.11482 


0 


2 


arginine-rich nuclear protein mRNA, complete cds /cds 


117(59 


408 


2345 


NWMJ04768 


Hs. 11482 


o 


8 


splicing factor, arginine/serine-rich 11 (SF 


458G6 


2053 


2164 


AK022628 


Hs.11556 


1.00E-54 


1 


cDNA FU12566 fis, done NT2RM4000852 /cds=UNK 


181E7 


644 


1004 


AKD21632 


Hs.11571 


1.00E-167 


1 


cDNA FUV1570 fis, clone HEMBA1 003309 /cds=UNK 


458B3 


85 


522 


R12665 


Hs.11594 


1.00E-137 


1 


yf40a04.s1 cDNA, 3* end /clone=IMAGE: 129294 / 


146B6 


498 


677 


BE794595 


Hs.11607 


5.00E-82 


1 


601590368F1 5* end /done=IMAGE:3944489 


516F12 


388 


711 


BG288429 


Hs.11637 


1.00E-132 


1 


602388093F1 cDNA, 5' end /done=!MAGE:4517086 


60B1 


1291 


1882 


NMJ305121 


Hs.11861 


0 


1 


thyroid hormone receptor-associated protein, 


44C6 


2613 


2834 


NM.000859 


Hs.11899 


9.00E-72 


1 


3-hydroxy-3-methylglutaryl-Coenzyme A reduc 


39F10 


1 


221 


BF668230 


Hs.12035 


1.00E-120 


2 


602122419F1 cDNA, 5* end /c!one=lMAGE:4279300 


596D8 


234 


849 


U72514 


Hs. 12045 


0 


2 


C2f mRNA, complete cds 


481 E7 


1902 


2190 


AB028986 


Hs.12064 


1.00E-151 


1 


mRNA for KIAA1063 protein, partial cds /cds=(0 


465D9 


2529 


2699 


NM_004003 


Hs. 12068 


8.00E-91 


1 


carnitine acetyttransferase (CRAT), nuclear 


116H8 


283 


738 


NMJ103321 


Hs. 12084 


0 


1 


Tu translation elongation factor, mitochondri 


44A4 


319 


836 


S75463 


Hs. 12084 


0 


1 


P43=mitochondrial elongation factor homolog [human, 
live 


114F7 


4254 


4495 


AL1 37753 


Hs.12144 


1.00E-115 


1 


mRNA; cDNA DKFZp434K1412 (from clone. 
















DKFZp434K 


123F12 


1 


219 


NMJ321203 


Hs.12152 


1.00E-114 


1 


APMCF1 protein (APMCF1), mRNA /cds=(82,225) / 


519H7 


166 


753 


AK025775 


Hs. 12245 


0 


1 


cDNA: FU22122T1S, done HEP19214/cds=UNKNOW 


70E3 


953 


4720 


AB014530 


Hs.12259 


0 


3 


for KIAA0630 protein, partial cds /cds=(0 


107H1 


680 


1078 


AK024756 


Hs.12293 


0 


1 


FU21103 fis, done CAS04883 /cds=(107,1 


71 E5 


4750 


5283 


NMJ103170 


Hs.12303 


0 


1 


suppressor of Ty (S.cerevisiae) 6 homolog (SUP 


106F3 


977 


1490 


AL050272 


Hs.12305 


0 


1 


cDNA DKFZp566B183 (from clone DKFZp566B1 


AQ4 CA 






mm m^no 
imivi — uioouy 


ns.i 


u 


A 
1 


Ui\TiCroat3Dioo protein iui\rxroooo loo/, rorcrv* /c 


114D3 


1271 


1520 


AFQ38202 


Hs 12311 


1.00E-118 


1 


clone 23570 mRNA sequence /cds=UNKNOWN 
















/gb=AF0 


463B9 


1006 


1224 


AK021670 


Hs.12315 


1.00E-121 


1 


cDNA FU11608 fis, done HEMBA1003976 /cds=(56 


167A8 


71 


723 


BG034192 


Hs.12398 


0 


2 


602302446F1 cDNA, 5' end /clone=IMAGE:4403866 


4b0b9 


'Anna 


AA ft A 




hS. \dA lO 


l.UUc-176 


1 


mKNA tor MAAuiyi gene, partial cos /cas-(o,4oo2) 


157E1 


1887 


3154 


NMJJ20403 


Hs.12450 


0 


3 


cadherin superfamily protein VR4-11 (LOC57123 


69F11 


2715 


3447 


AK001676 


Hs.12457 


0 


1 


FU10814 fis, done NT2RP4000984 /cds=(92 


118B8 


5781 


6374 


AB032973 


Hs. 12461 


0 


1 


mRNA for KIAA1 147 protein, partial cds /cds=(0 


193G12 


2069 


2368 


NMJJ05993 


Hs. 12570 


1.00E-169 


1 


tubulin-speciftc chaperone d (TBCD), mRNA /cd 


459D11 


2828 


3122 


NM_021151 


Hs. 12743 


100E-147 


1 


carnitine octanoyltransferase (COT), mRNA fc 


196H4 


1 


5439 


AB046785 


Hs.12772 


0 


2 


mRNA for KIAA1565 protein, partial cds /cds=(0 


56G11 


458 


1088 


AL080156 


Hs.12813 


0 


1 


cDNA DKFZp434J214 (from done DKFZp434J2 


476E6 


1221 


1638 


NM_0Q6590 


Hs.12820 


0 


1 


SnRNP assembly defective 1 homolog (SAD1), mRN 


109E7 


1 


180 


AF208855 


Hs.12830 


3.00E-79 


1 


BM-01 3 mRNA, complete cds /cds=(67,459) /gb=A 
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458A2 


1818 


2276 


AK026747 


Hs.12969 


0 


1 


cDNA: FLJ23094 fis, clone LNG07379, highly sim 


466D10 


1469 


1745 


AK001822 


Hs.12999 


9.00E-39 


1 


cDNA FU10960 fis, clone PLACE 1000564 /cds=UNK 


1 87A1 1 


1866 


2555 


NM_00>J3oQ' 


nS.1o04o 


0 


O 


tnioreaoxin reductase 1 (TXNRD1), mRNA /cds=( 


60D9 


1757 


3508 


X91247 


Hs. 13046 


0 


3 


thioredoxin reductase /cds=(439, 1932) 


75D7 


2071 


2550 


AF055581 


Hs.13131 


0 


1 


adaptor protein Lnk mRNA, complete cds /cds=(3 


196C2 


190 


B45 


AK026239 


Hs.13179 


0 


2 


cDNA: FU22585 fis, clone HSI02774 /cds=UNKNOW 


480G6 


11 


360 


AL570416 


Hs.13256 


1.00E-161 


1 


• AL570416cDNA/c1one=CS0DI020YK05-{3-prime) 


196H3 


2814 


3382 


AB020663 


Hs. 13264 


0 


1 


mRNA for KIAA0856 protein, partial cds /cds=(0 


460H3 


127 


431 


BF029796 


Hs.13268 


1.00E-151 


1 


601 556721 F1 cONA, 5 1 end /c!one=IMAGE:3826637 


170B2 


1487 


1635 


AB011164 


Hs.13273 


1.00E-69 


1 


for KIAA0592 protein, partial cds /cds=(0, 


115E6 


2153 


2376 


AK025707 


Hs.13277 


1.00E-124 


1 


cDNA: FU22054 fis, clone HEP09634 /cds=(144,9 


110F10 


119 


648 


BE537908 


Hs.13328 


0 


1 


601067373F1 cDNA, & end /clone=:]MAGE:3453594 


36C2 


427 


4137 


AF054284 


Hs. 13453 


0 


5 


spGceosomal protein SAP 155 mRNA, complete cd 


594C3 


5 


4229 


NMJ)12433 


Hs.13453 


0 


10 


splicing factor 3b, subunit 1. 155KD (SF3B1), m 


110C6 


4 


1853 


AF131753 


Hs.13472 


0 


5 


clone 24859 mRNA sequence /cds=UN KNOWN 
















/gb=AF 


173B6 


1156 


1672 


NM_013236 


Hs.13493 


0 


1 


like mouse brain protein E48 (E46L), mRNA /cds= 


462C4 


794 


1093 


BC001909 


Hs. 13580 


1.00E-115 


1 


clone IMAGE:3537447, mRNA, partial cds /cds= 


597H11 


412 


936 


NMJJ14174 


Hs.13645 


0 


1 


HSPC144 protein (HSPC144), mRNA /cds=(446, 1 12 


107F8 


429 


821 


AKD25767 


Hs. 13755 


0 


1 


rLJ221 14 fls, Clone HEP18441 /cds=UNKNOVv 


102D12 


3153 


4764 


AF000993 


Hs. 13980 


0 


2 


ubiquitous TPR motrf, X isoform (UTa) mRNA, alt 


015(512 


1710 


04 on 


AMJZ54Z0 


uis 1/inxn 
MS.14U4U 


U 


o 


CUIMA. rLJ^I lli. TlS, Clone OtJLr/oUo 


















480H5 


1945 


2259 


AK024228 


Hs 14070 


1.00E-119 


\ 


cDNA FLJ14166 fis clone NT2RP10007QR /cds=f20 


61 D1 


73 


499 


NM_014245 


Hs. 14084 


0 


1 


ring finger protein 7 (RNF7), mRNA /cds=(53,394 


122E4 


2162 


2685 


NMJ314454 


Hs,14125 


0 


1 


p53 regulated PA26 nuclear protein (PA26), mRN 


123D9 


22 


722 


NM_001161 


Hs.14142 


0 


1 


nudbc (nucleoside diphosphate linked moiety 


•tour 1 1 


lUOf 






Me 1A00(\ 




4 
I 




458D2 


127 


536 


MM fl1flR48 


H«s 14^17 
ri9i i*to i / 


o 




nnr*lonlQr nrntoin famil*/ A mom hor 1 (YA /A A em 
ilumcUIdi fJIUlcul Idlllily rV, illciIIUcl O \iiJr\\^/f-\ oi 1 1 


167G1 


30 


198 


AK022939 


Hs.14347 


3.00E-91 


1 


cDNA FU 12877 fis, clone NT2RP2003825 /cds=(3 


117H10 


975 


1721 


NM_0Q3022 


Hs.14368 


0 


1 


SH3 domain binding glutamic acid-rich protein 


591 B12 


1082 


4 QA4 
180 I 


NM_001ol4 


11. A A OTC 

HS. 14376 


0 


9 


actin, gamma 1 (ACTG1), mRNA /cas=(74,1201) /g 


4 TALI* 
179H3 


4 4Cft 

1150 


4 7G4 

1791 


a0409o 


HS. 14376 


1 .UUfc-1 78 


5 


cytoskeletal gamma-actin /cds=(73,1200) /g 


116D9 


5816 


6073 


Kthn r»H oh on 

NM_01 21 99 


HS. 14520 


5.00E-84 


1 


eukaryotlc translauon Initiation factor 2C, 


64D11 


1901 


zoUb 


Nlvl_003592 


Hs. 14541 


0 


1 


CUllin 1 (CUL1), mRNA /cds-(1 24,2382) /gb=NM_0 


516F4 


750 


1331 


AK025166 


Hs.14555 


0 


1 


cDNA: FU21513 fis, clone COL05778 /cds=UNKNOW 


459G5 


1 


260 


AK025269 


Hs. 14562 


5.00E-88 


1 


cDNA: FLJ21616 fis, clone COL07477 /cds=(1 19,1 


521 B7 


7 


1825 


NM_005335 


Hs.14601 


0 


8 


hematopoietic cell-specific Lyn substrate 1 


110D7 


7 


1295 


X16663 


Hs.14601 


0 


3 


HS1 gene for heamatopoietic lineage cell specific pro 


114D11 


1460 


1559 


NM_003584 


Hs.14611 


1.00E-45 


1 


dual specificity phosphatase 11 (RNA/RNP comp 


589A3 


1665 


2197 


NM_016293 


Hs. 14770 


0 


2 


bridging integrator^ (BIN2), mRNA/cds=(38,17 


104C8 


2113 


2380 


AB031050 


Hs.14805 


1.00E-135 


2 


for organic anion transporter OATP-D, com 


481D10 


2466 


2694 


NM.013272 


Hs.14805 


1.00E-68 


1 . 


solute carrier family 21 (organic anion transp 


125B2 


2704 


3183 


NM_Q01455 


Hs. 14845 


0 


1 


forkhead box 03A (FOX03A), mRNA /cds=(924,2945 


500D7 


2174 


2379 


AL050021 


Hs.14846 


1.00E-1Q0 


1 


mRNA; cDNA DKFZp564D016 (from clone 
















DKFZp564D0 


123B5 


1793 


2195 


NMJ)16598 


Hs.14896 


0 


1 


DHHC1 protein (LOC51304), mRNA/cds=(214,1197 


499E2 


1266 


1549 


AB020644 


HS.14945 


1.00E-155 


3 


mRNA for KIAA0837 protein, partial cds /cds=(0 


123H8 


2980 


3652 


NMJ>07192 


Hs.14963 


0 


3 


chromatin-specific transcription elongation 


61G10 


264 


528 


D13627 


Hs.15071 


1.00E-144 


1 


KIAA0002 gene, complete cds /cds=(28,1674) / 
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460D10 


2162 


4305 


NM.014837 


Hs.15087 


0 


4 


KIAA0250 gene product (KIAA0250), mRNA /cds=( 


176E12 


9289 


9739 


NM_022473 


Hs.15220 


0 


1 


zinc finger protein 106 (ZFP106), mRNA /cds=(3 


487E11 


1561 


1989 


NM.006170 


Hs, 15243 


0 


1 


nucleolar protein 1 (120kD) (N0L1), mRNA fcds= 


75E11 


1628 


2201 


AF127139 


Hs. 15259 


0 


20 


Bcl-2-binding protein BIS (BIS) mRNA, complete 


71H9 


1656 


2532 


NMJ)04281 


Hs.15259 


0 


12 


BCL2-associated athanogene 3 (BAG3), mRNA /cd 


484G9 


465 


1006 


NM_005826 


Hs. 15265 


0 


1 


heterogeneous nuclear ribonucleoprotein R ( 


480H8 


2013 


2635 


■AB037828 


Hs. 15370 


0 


1 


mRNA for KIAA1407 protein, partial cds /cds=(0 


587G9 


2436 


2769 


AK024088 


Hs. 15423 


1.00E-167 


1 


cDNA FU14026 fis, clone HEMBA1 003679, weakly 


483D6 


5239 


5810 


NM_004774 


Hs. 15589 


0 


1 


PPAR binding protein (PPARBP). mRNA /cds=(235, 


514A7 


673 


942 


NMJ)06833 


Hs.15591 


1.00E-151 


1 


COP9 subunit 6 (MOV34 homotog, 34 kD) (MOV34-34 


125A2 


522 


746 


NM_024348 


Hs. 15961 


1.00E-112 


1 


dynactin 3 (p22) (DCTN3), transcript variant 


591 A5 


295 


704 


NM_005005 


Hs. 15977 


0 


3 


NADH dehydrogenase (ubiquinone) 1 beta subcom 


39H12 


1641 


1993 


X74262 


Hs. 16003 


1.00E-180 


1 


RbAp48 mRNA encoding retinoblastoma binding prot 


113A9 


1328 


1891 


NM_016334 


Hs.16085 


0 


1 


putative G-protem coupled receptor (SH1 20), 




765 


1674 


mm 006461 


Hs. 16244 


0 


2 


mitntir ^nlnrtlp mi(pH-cr»il relator) rtmtmn / 


494H10 


113 


2576 


NM.016312 


Hs. 16420 


0 


3 


Npw38-binding protein NpwBP (LOC51729), mRNA 


40D8 


52 


246 


Y13710 


Hs.16530 


1.00E-107 


1 


for alternative activated macrophage spe 


597E7 


244 


524 


AL5230B5 


Hs. 16648 


1.00E-147 


1 


AL523085 cDNA /clone=CS0DC001 YF21-(5-prime) 


458D11 


232 


319 


AY007106 


Hs. 16773 


1.00E-42 


1 


clone TCCCIA00427 mRNA sequence 
















/cds=UNKNOWN 


70F2 


824 


991 


AL021786 


Hs 17109 

1 Kj. Iff! Us? 


2 00E-90 


2 


DNA seauence from PAC 69BH22 on rhmmosnrne 
















Xq21.1-21.2 


167C5 


5768 


5905 


D86964 


Hs.17211 


3.00E-62 


1 


mRNA for KIAA0209 gene, partial cds /cds=(0,5530) 
/gb 


460H2 


3424 


3624 


AL1 62070 


Hs. 17377 


1.00E-103 


1 


mRNA; cDNA DKFZp762H186 (from clone 
















DKPZp762n1 


-jr\T^ 4 4 


4 OflJ 

1 Jo4 


loot? 


Ai\vzJooU 


4\*TAAQ 

ns. 1 /44o 


u 


0 


rLJtOOlo TlS, Clone rLACclOIObZo /cds=UNK 


IzsUI 1 


Z40o 


GU44 




rlS.l /4oo 


n 
u 


0 
z 


chromosome 12p13 sequence /cds = (1 94, 1570) 
















/gb=U4792 


467H3 


4713 


4908 


NM.014521 


Hs. 17667 


1.00E-61 


1 


SH3-domain binding protein 4 (SH3BP4), mRNA/ 


71A11 


100 


370 


BG035218 


Hs.17719 


1.00E-142 


1 


602324727F1 cDNA, 5' end /done=IMAGE:44 12910 




010 






MS.i / f Of 


4 ftftC 47D 


1 


pleckstrin homology domain-containing, fami 


CQK&7 


o^yo 


OOoU 


AdU4o /Y4 


rlS.l f /b/ 


ft 

U 


5 


rnKNA Tor maajoo4 protein, partial cos /cos-^u 


com') 




000 f 


ABUU/OO 1 


nS.i /0U0 


n 
U 


4 

1 


m/v\u4ui iTikin/v, partial cos /cas B (u, iUoo; /go— 


0Z4L>O 


«<J7 
OOf 




KIM ftH/ncn 


Ule 17fl"3Q 

nS.i /ooy 


ft 


1 


i rjr-inaucea proiem vwj^-i}, mKNA/cas— tiy/ ,r 


U£ I D IU 


1UUO 






PIS. 1 / OOO 


ft 
\j 


0 

£. 


protein phosphatase 1G (formerly 2C), magnesiu 




mi a 




T i O9O0 


ns. 1 / 000 


a 

u 


4 
1 


Tor protein pnospnatase <co gamma /cos-(^4, 


470CC 


1 am 
19Uo 


**OO0 


l\IVMJj4o^f 


11. i -7 oca 

hs. 1 /boy 




3 


• KIAAUbod gene product (KIAAOooo), mRNA /cas—( 


173H3 


481 


2362 


AK001630 


Hs 18063 




4 


rDMA FI I1D7RA fk Hnnp MT9RPdnftfl1 SO /rH^=llN 

l)UI«rt rLJIUiUO IK>, UIUIIC IN 1 4i\r 4UUv 1 JU / tAio vJ IN 


113A8 


1285 


1393 


NMJ305606 


Hs.18069 


5.00E-48 


1 


protease, cysteine, 1 (legumain) (PRSC1), mRN 


118H9 


3709 


3950 


AB020677 


Hs.18166 


1.00E-125 


1 


mRNA for KIAA0870 protein, partial cds /cds=(0 


51 3H? 


2204 


2757 


NMJHJ5839 


Hs.18192 


1.00E-112 


3 


Ser/Arg-related nuclear matrix protein (plen 


523G9 


507 


768 


AB044661 


Hs. 18259 


1.00E-147 


1 


XAB1 mRNA for XPA binding protein 1, complete c 


105B9 


695 


1115 


AJ010842 


Hs. 18259 


0 


1 


for putative ATP(GTP)-binding protein, p 


589D12 


335 


715 


NMJ)16565 


Hs.18552 


0 


2 


E2IG2 protein (LOC51287), mRNA /cds=(131,421) 


170C8 


414 


737 


AF072860 


Hs.18571 


0 


2 


protein activator of the Interferon-Induced p 


1B9A12 


414 


736 


NM_003690 


Hs.18571 


0 


1 


protein kinase, interferon-Inducible double 


134B9 ' 


2751 


3057 


AB046808 


Hs.18587 


1.00E-165 


1 


mRNA for KIAA1588 protein, partial cds /cds=(2 


519G5 


1291 


1581 


NM_012332 


Hs. 18625 


1.Q0E-157 


2 


Mitochondrial Acyl-CoA Thioesterase (MT-ACT4 


625H2 


827 


1205 


NMJ)04208 


Hs.18720 


0 


1 


programmed cell death 8 (apoptosis-inducing f 
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462F12 


409 


556 


NM 017899 


Hs. 18791 


2.00E-78 


1 


hvnnthptirjil nrntofn PI l9nKn7 /PI lon«n7\ mP 


1 OODZ 


7fifl 






Hs 18792 

no. i or 


q 




inioreaoxin-iiKe proiein complete cos 


36G12 


935 


1272 


AJ250014 


Hs 18827 

1 IO. 1 UUt f 


o 


2 


iui rdiiuiiai unui ui iiaiosis cyta Qene / 




924 


2123 


NM 018253 


Hs 18851 

no. i od«i i 


o 


2 


Kwnnfhoflral nmfaln n M A07C /CI 1 A C\Q~JC\ mO 

nypomeucai protein rLJiuo/o ^rLJIUof d), fHK 








NM 012290 


Hs 18895 


n 


■j 


luusiecHiKe Kinase i ( i lm/, mKNA /cas-^ziz.z 




1 

1 




mm niR^n2 


He 1RQ95 


J .UUcl- 1 DO 


1 


proiein x uuui iLUutnioa;, mRNA/cds-(33,l043) 




ID 1 


19R1 
I to I 




He 1 AQA7 




A 


Dnu Clone Krll-OUDUl f TTOm /pzz-pz 1 /O0S-(0,1Z 


1 ZOolU 




7*59 




ns. 1 9 zoo 


u 


0 


NADH dehydrogenase (ubiquinone) 1 beta subcom 




1 




mm O9ifio^ 


He 1Q^?n 


q hop fii 




FXYD domain-containing ion transport regulat 


COCCI 1 


3623 


3f 3o 


AdU914o1 


He 1QA07 


3.00 1-4 9 


4 
1 


mRNAfor KIAA1694 protein, partial cds /cds^O 


1 //UD 


ZO<? 


Of I 


AC* lOA 


MS. 1 9oW 


□ 


2 


n5PC07o mRNA, partial cos /cas=(0.3O1) /gb=AF 


37E12 


3485 


3919 


AbUl oz9o 


HS. 19822 


0 


1 


for KIAA0755 protein, complete cds /cds=( 


64 G 8 


yt>z 


1311 


uti rvni or»o 
NM_UU1 9Uz 


ns.i 9»U4 


0 


1 


cystathionase (cystathionine gamma-tyase) ( 




zozy 


31 oo 


AoUl 1 109 


ns.zui4i 


0 


4 

1 


mRNA for KIAA0597 protein, partial cds /cds=(0, 


4UU11 




DO** 


mm iwMftft 
IN Nl_\JU e t 1 DO 


Lie OMAA 


n 
U 


1 


small inducible cytokine subfamily A (Cys-Cys 


OOOIQ 


1Z4U 


ZZ4U 


1 17 CIO A Q 


ns.zuiyi 


0 


1z 


nsiAH2 mRNA, complete cos /cds=(526,1500) 
















/ n K=| I7R7AR 


COCQ4 *> 


IDOD 


A9flfi 
4ZOO 


AbU4Uyzz 


ns.zuzo/ 


U 


Z 


mRNA tor KIAA1489 protein, partial cds /cds^l 




•-yen a 


<H G7 
31bY 


ALU9O/70 


nS.zUzoz 


0 


4 
I 


DNA sequence from clone RP4-646B12 on 
















cm uiiioboine iq^z 




9«3TW 




ARflRI AQ7 


Uc 7noo<4 
ns.zuzoi 


u 


D 


mKNA tor maai /oo protein, partial cds /cds=(l 


107H11 


781 


1380 


AK099101 


He 909R1 


n 
u 


1 
1 


ru izuni us, cione nciviDDiuuiy*+o /cos— ur\i\ 


1 91 Rft 
I Z I DO 


t f O 


19AA 
IZO** 




He 7D11 C 




1 


interferon-induced protein with tetratricope 


110C4 


1050 


1431 


AF244137 


Ha 20597 


Q 




iit?paiObcuuiai v^iuniJni£naoSuCiaieo anuyen 






1417 
!*♦ IZ 


mm oid.^1*; 


He 905Q7 


u 


Z 


nosi ran Tacior nomoiog ^LOKj, mKNA /cos— ^3To, 


152B12 


69 


424 


AK09R446 


Hs 20760 


n 


1 


PI 191 7QT fie rlnnA t-IPPOAilftft /<*We— I IKII/KIO\Af 

rujz i / oj ns, ciune ncr uu**oo /COS— UNiMNUVv 


45QAR 


1858 


2143 


AL 02 1366 

ALU* 1 JUU 


He 90830 


1 nfiF-1*;'; 

1 .VUC- t DU 


1 


ujma\ seciucncc uom cosrn/o lu/vurZiLj on 
















chromosome 


587A1 1 


720 


1080 


AL1 37576 


Hs.21015 


o 


1 


mRNA; cDNA DKFZp564L0864 (from clone 
















DKFZp564L 


191E12 


1688 


2235 


AK025019 


Hs.21056 


0 


2 


cDNA: FU21366 fis, done COL03012, highly sim 


52G3 


225 


1652 


NM_005880 


Hs.21189 


o 


6 


HIRA interacting protein 4 (dnaJ-Jike) (HIRIP 


181B7 


3176 


3316 


AB0 18325 


Hs.21264 


3.00E-72 


1 


mRNA for KIAA0782 protein, partial cds /cds=(0 


45E11 


1378 


1518 


NMJ303115 


Hs.21293 


1.00E-72 


1 


UDP-N-acteylgiucosaminepyrophosphorylase 






3487 


AR0^9Q4fl 
A\DW«?Z9*fO 


He 71 ^^fi 


u 


4 
1 


ror r\i/v\i izz protein, paniai cos /CuS-(U 


1 1 find 


*W99 


Of *f I 


MM OlfiQAfi 


He 71A7Q 
no.Z l*ff 9 


1 nnp m7 


1 


uDinuciem i ^udini), mKNA /cos^imA^oIo) /go 


37G10 


294 


3960 


M97935 


Hs.21486 


0 


4 


transcription factor ISGF-3 mRNA, complete cd 


599E8 


329 


3568 


NM_007315 


Hs.21486 


0 


6 


signal transducer and activator of transcripti 


592D10 


2223 


3204 


NM_002709 


Hs.21537 


0 


3 


protein phosphatase 1 , catalytic subunit, bet 


68A7 


1327 


1612 


AB028958 


Hs.21542 


1.00E-161 


1 


for KIAA1035 protein, partial cds /cds=(0 


72B3 


2519 


2862 


L03426 


Hs.21595 


1.00E-179 


1 


XE7 mRNA, complete alternate coding regions 
















/cds=(166 


592E6 


2520 


2854 


NM_005088 


Hs.21595 


1.00E-161 


1 


DNA segment on chromosome X and (unique) 155 ex 


5o9bo 


190 


con 
522 


AL573787 


Hs.21732 


1.00E-141 


1 


AL573787 cDNA /clone=CS0DI055YM17-(3-prime) 


593H1 


452 


899 


vim a nftt07C 

NM_005875 


Hs.21756 


0 


2 


translation factor suM homolog (GC20>. mRNA 


59B8 


2893 


3273 


NM_J) 12406 


Hs.21807 


0 


1 


PR domain containing 4 (PRDM4), mRNA/cds=(122, 


196A9 


12 


543 


AL562895 


Hs.21812 


o 


1 




67D8 


62 


631 


AW512498 


Hs.21879 


1.00E-150 


3 


xx75e03 Jd cDNA, 3' end /clone=IMAGE:2849500 


477B6 


1969 


2520 


D84454 


Hs.21899 


0 


1 


mRNA for UDP-galactose translocator, complete cds 
/c 


515D1 


2232 


2647 


NMJ307067 


Hs.21907 


0 


2 


htstone acetyltransferase (HBOA), mRNA /cds= 


100F8 


1082 


1508 


AK022554 


Hs.21938 


0 


1 


FU12492 fis, clone NT2RM2001632, weakly 


470E4 


1135 


1244 


NM_020239 


Hs.22065 


4.00E-45 


2 


small protein effector 1 of Cdc42 (SPEC1), mRNA 


68G4 


1391 


2013 


AK022057 


Hs.22265 


0 


2 


FLJ11995 fis, clone HEMBB1001443, highly 


193H6 


922 


1328 


NMJ)22494 


Hs.22353 


1.00E-178 


1 


hypothetical protein FU21952 (FU21952), mR 


151D2 


1492 


1694 


AL049951 


Hs.22370 


4.00E-88 


1 


cDNA DKFZp564O0122 (from clone DKF2p5640 
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497E8 


1581 


4794 


D83781 


Hs.22559 


0 


3 


mRNA for K1M0197 gene, partial ctls /cds=(0,3945) 
/gb 


182D10 


999 


1830 


AL1 17513 


Hs.22583 


0 


5 


mRNA; cDNA DKFZp434K2235 (from clone 
















DKFZp434K 


75B5 


1775 


2380 


AF006513 


Hs.22670 


0 


1 


CHD1 mRNA, complete cds /cds=(1 63,5292) /gb=A 


126HB 


1776 


2377 


NM_001270 


Hs.22670 


0 


1 


chromodomaln helicase DNA binding protein 1 ( 


73D5 


1599 


1696 


AK025485 


Hs.22678 


2.00E-42 


1 


FLJ21832 fis, Clone HEP01571 /cds=(32,15 


481D11 


128 


562 


BF968270 


Hs.22790 


1.00E-172 


1 


602269653F1 cDNA, 5' end /clone«IMAGE:4357740 


74E4 


724 


1195 


NMJM2124 


Hs.22857 


0 


1 


chord domain-containing protein 1 (CHP1), mRN 


459C6 


813 


1472 


NM.012244 


Hs.22891 


0 


1 
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Hs.33190 


0 


1 


expressed only in placental villi, clone 


469D12 


187 


394 


AL359654 


Hs.33756 


1.00E-110 


1 


mRNA full length insert cDNA done EUROIMAGE 19 


98H8 


371 


618 


A11 14652 


Hs.33757 


3.00E-98 


1 


HA1247 cDNA/gb=AI114652 /gi=6359997 /ug=Hs. 


99*(C r 


2134 


2320 








1 


tui*U4 protein {ka^iajz), nriKfVA /cos = (2oo I 2124) 


110D1 


1158 


1349 


NMJ)18579 


H8.34401 


1.00E-105 


1 


hypothetical protein PR01278 (PR01278). mRNA 


596A6 


1950 


2144 


NMJE2766 


Hs.34516 


1.00E-102 


2 


hypothetical protein FU23239 (FLJ23239), mR 


37B10 


237 


563 


All 23826 


HS. 34549 


1.00E-145 


1 


ow61c10.x1 cDNA, 3 f end /clone=IMAGE: 1651 314 


AROUA 

45on4 


3656 


4415 


ADU4U9Z9 


MS. 35089 


0 


1 


mRNA for KIAA1496 protein, partial cds /cds=(0 


1UUU1 


3563 


3777 


UZoZ 1 0 


Lie OCOAil 

nS.3ooU4 


1. Out- 105 


1 


KIAA0032 gene, complete cds /cds=(1 66,331 8) 


519A12 


402 


623 


AW960004 


Hs.36475 


3.00E-48 


1 


EST372075 cDNA /gb=AW960004 /gl=8149688 /ug= 


49onZ 


11143 11490 


MfcA nnnnD4 

NM_uuuDoi 


HS.odoOo 


0 


1 


Chediak-Higashi syndrome 1 (CHS1), mRNA /cds=( 




304 


791 




He 1RGD7 


n 
U 




protein phosphatase 1, regulatory subunlt 7 ( 


**OUE I 


1200 


1542 




MS.30/OZ 


n 
0 


2 


GKAP42 (FKSG21) mRNA, complete cds /cds=(1 74,1 


184G9 


498 


1191 


AF082569 


Hs 36794 


o 


2 


r\_fvmf* nv^linJnfpracHnn nrAtoln 1 /FtlD1\ m O 
i-^"iypo L>ywiiu~tiiiciaLrUiig prutcin I ^L/lr I J mr\ 


46203 


493 


1517 


MM 012142 


Hs.36794 


o 


3 


L^-iype cywun^tnioiacung proioin i ^uiri/, m 


74E12 


659 


3054 


D86956 


Hs.36927 


o 


23 


KIAA0201 aene camnlpfo rrf^ /rriQ=f347 9Q93^ 


58G5 


1268 


2888 


NM_006644 


Hs.36927 


o 


12 


heat shock 1D5kD fHSPIOSB^ mRNA /rde=/313 97^ 

ileal 91 IUU\ 1 \J+JT\U \nOl 1 U9D/| 1 1 llxlH/A /UJo — 1 O t A / 9 


52C10 


1479 


2588 


AK022546 


Hs.37747 


0 


2 


FU12484 fis, clone NT2RM1001102, weakly 


479F9 


2066 


2322 


AL1 36932 


Hs. 37892 


1.00E-119 




mRNA: cDNA DKF2d58GH1322 ffrom clone 
















DKFZp586H 


. 483C2 


2222 


2723 


NMJJ03173 


Hs.37936 


o 


1 


SUDoressor of varieoation 3*9 ( Drosonhtla^ ha 


593G6 


673 


1213 


NM 004510 


Hs.38125 


o 




intprfprnn-inriiicprl nrnfpin 7R ^7]cn MFI7M 


101G12 


118 


436 


N39230 


Hs 3821 8 


1.00E-173 




w*5Gc03 ^1 cDNA 3* pnH /rlnnA=IMAf5P'97RQRA / 


107E5 


238 


525 




Hs 38664 


1 O0E-158 




yiQ2n04 v1 rDNA 3' onrl /Hntiia=IWIAr5P'0RR477fi 

AJ9cyU < t.A 1 UUIVA, O cllu /CIUmC - ltVlnUC.£QD4/ZO 


596F2 


9 


504 


BF892532 


Hs 38664 


o 


9 


IL0-MT01 52^161 100-S01-P04 cDNA /nh=RFA02*?32 


469D7 


47 


474 


NM_014343 


Hs.38738 


0 


1 


claudin 15 (CLDN15), mRNA /cds=(254,940) /gb= 


166H8 


1 


81 


BF1 03848 


Hs.39457 


9.00E-34 


1 


601647352F1 cDNA, 5 f end /clone=IMAGE:3931452 


465F3 


157 


296 


NM 017859 

■ 11*1 U 1 1 \J\J «J 


Hs 39850 


2.00E-47 






1 95C1 2 


2684 


2944 


NM 000885 


Hs.40034 


1.00E-146 


1 


iMicgiin, djpna *♦ ^amigen vu^su, &ipna** 5UDU 


151F11 


1393 


1661 


AL031427 


Hs.40094 


6.00E-81 


1 


DNA sequence from clone 167A19 on chromosome 
















1p32.1-33 


134C12 


4532 


4802 


NM 004973 


Hs 40154 


1.00E-114 




iunnnnii fmniiCA^ Hnmnlnn / IM h mRKIA ir+ric—ilAA 

. JUIIIUIIJI ^IilUUa<jy liUIIIUIUy ^JtVIJ^, lllrvlVJM /COS— \Z*f'+ | 


115C9 


5279 


5614 


AB033085 


Hs.40193 


1 00E-157 


■f 


mRNA for KLAA1250 nrotpin nartinl cHq /rH«*=M 


119A8 


862 


2087 


NM 00615? 


Hs 40202 


n 


■a 
o 


hrmnhnlH.raetri/ > taH mAmhrana n rr\ tain /I DlVilD\ 

lyiiipriuiO'icbuiuicu rnernurants praicin ^LKivir'/, 




924 


1398 




u c An9A9 


u 


*5 


fympnoio-restncted membrane protein (Jawl) mRNA, 
c 


155G3 


226 


530 


AF047472 


Hs 40323 


1 00E-114 




cnlppn mantle rhprt<nnlnr Rt IR3 /Rl IR^ mPM A r* 


521C2 


233 


710 


NM 00479*; 


Lie 40323 


n 
u 


1 


dudo (Duaaing uninniDnea oy oenzimtaazoies 3 


107B8 


187 


545 


AI927454 


Hs.40328 


0 


1 
1 




458F10 


1 


436 


BE782824 


Hs.40334 


0 


1 


601472323F1 cDNA, 5 f end /clone=IMAGE:3875501 


. 463G6 


16 


496 


AI266255 


Hs.40411 


0 


1 


qx69f01 .x1 cDNA, 3' end /c!one=IMAGE:200661 7 


162F1 


2711 


2895 


D87468 


Hs.40888 


4.00E-96 


1 


KIAA0278 gene, partial cds /cds=(0,1383) /gb 


463E1 


70 


272 


AL1 37067 


Hs.40919 


1.00E-109 


1 


DNA sequence from done RP11-13B9 on 
















chromosome 9q22. 


458E7 


107 


774 


AK024474 


HS.41045 


0 


1 


mRNA for FU00067 protein, partial cds /cds=(1 


185G12 


1051 


2315 


AL050141 


Hs.41569 


1.00E-140 


11 


mRNA; cDNA DKFZp586O031 {from clone 
















DKFZp586O0 


593F5 


2105 


2490 


NMJ106190 


HS.41694 


0 


1 


origin recognition complex, subunit 2 (yeast h 
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E4 QUA 


739 






nS.4 1 f £A 


U 


a 


interleukin 17 (cytotoxic T-lymphocyte-assoc 


loor4 


/39 


l44r 




nS.4 | f £4 


U 


A 
1 


IL-17 mRNA, complete cds /cds=<53 l 520) /gb=U32659 

/o 


108H12 


892 


1227 


L40377 


Hs.41726 


1.00E-170 


1 


'9 

cytoplasmic antiproteinase 2 (CAP2) mRNA. com 


477E7 


249 


404 


BG033294 


Hs.41989 


6.00E-75 


1 


602298548F1 cDNA, 5' end /done=IMAGE:4393186 


143E2 


5775 


6018 


AB033112 


Hs.42179 


1.00E-136 


2 


for KIAA1286 protein, partial cds/cds=(1 


586B10 


720 


1225 


NM_001952 


Hs.42287 


0 


1 


E2F transcription factor 6 (E2F6), mRNA /cds=( 


583A10 


346 


883 


NM_012097 


Hs.42500 


0 


1 


ADP-ribosyiation factor-tike 5 (ARL5), mRNA 


459A7 


152 


251 


BC003525 


Hs.42712 


2.00E-50 


1 


Similar to Max, clone IWGC:10775, mRNA, comple 


37B7 


43 


2687 


AF006082 


Hs.42915 


1.00E-130 


2 


actin-related protein Arp2 (ARP2) mRNA, comp! 


120E3 


512 


2426 


NM_005722 


Hs.42915 


0 


3 


ARP2 (actin-related protein 2, yeast) homolog 


99D1 


3298 


3761 


NM_014939 


Hs.42959 


0 


1 


KIAA1012 protein (KIAA1012). mRNA /cds=(57 f 43 


473B2 


3025 


3425 


AK023647 


Hs.43047 


1.00E-164 


1 


CDNA FU13585 fis. done PLACE1009150 /cds=UNK 


460E6 


2988 


3184 


AB 033093 


Hs.43141 


1.00E-105 


1 


mRNA for KIAA1267 protein, partial cds /cds=(9 


471F7 


232 


575 


AW993524 


Hs.43148 


0 


1 


RC3-BN0034-1 20200-011 -h06 cDNA /gb=AW993524 


460B10 


402 


706 


BE781009 


HS.43273 


1.00E-78 


1 


601469768F1 cDNA, 5' end /clone=IMAGE:3872704 


woru 


CO IO 








n 
u 


■t 
i 


Tor rLjuuu<iy protein, partial cos /cos-^u 


471Q3 


43 


454 


KIM 0Q6O21 


Hs 43628 


1 OOE-165 






1 A4H3 


1819 


C. 1 to 


D14043 




1 .UUC'IOD 


o 


ivivjv^-^, compieie cos /cos— \/y,o4o; /go— ui 4U4 


195F4 


511 


2370 


NMJJQ6016 


HS.43910 


0 


7 


CD164 antigen, sialomucin (CD164), mRNA /cds= 


188H9 


1573 


2277 


NM_006346 


Hs.43913 


0 


3 


PIBF1 gene product (PIBF1), mRNA /cds=(0,2276) 


i77UO 

1 f /no 


10/0 






nS.40al J 


U 


Z 


pi Br i protein, complete /cds=(0,2276) / 


4o1tlO 


^ozy 






Lin /1i1f\Q7 

nS.44Uof 


1.00c- 159 


A 
1 


mRNA for KIAA1 126 protein, partial cds fcds=(0 


4 <i OCR 


li 00 


1 f Ul 


A CI Q7CCQ 


rlS.4414o 


0 


A 
1 


BAF180 (BAF180) mRNA, complete cds /cds= (98,48 


146F5 


2620 


3147 


AL1 17452 


Hs.441 55 


o 




DKFZo586G1 517 ffrom elona DKF7o«iftRR 


514C5 


166 


431 


NM 018838 


Hs.44163 


1 00E-149 


3 


1 jrua uillcic! UidUUI r-oboUvlalc?U proicin ^L. 


71D9 


1117 


1800 


AF263613 


Hs.441 98 


0 


2 


membrane-associated calcium-independent ph 


66E1 


289 


527 


AA576946 


Hs.44242 


4.00E^83 


1 


nm82b03.s1 cDNA, 3* end /done=IMAGE: 1074701 


Don td 


1?£0 




a75\J4Z 


MS.44313 


a one oa 


A 
1 


rel proto-oncogene mRNA /cds=(1 77,2036) /gb=X75 


595D4 


21 


402 


NM_017867 


Hs.44344 


0 


1 


hypothetical protein FLJ20534 (FLJ20534), mR 


165B10 


250 


658 


BC000758 


Hs.44468 


0 


1 


clone MGC:2698, mRNA. complete cds /cds=(168, 


592E9 


37 


2422 


NM_002687 


Hs.44499 


0 


5 


pinin, desmosome associated protein (PNN), mR 


69F10 


14 


1152 


Y09703 


Hs.44499 


0 


3 


MEMA protein /cds=(406.2166)/gb=Y09703 


458H6 


1 


352 


NM_015697 


Hs.44563 


0 


1 


hypothetical protein (CL640), mRNA /cds=(0,39 


182C11 


690 


1324 


AB046861 


Hs.44566 


0 


4 


mRNA for KIAA1641 protein, partial cds /cds=(6 


115G3 


318 


731 


BG288837 


Hs.44577 


0 


1 


6023881 70F1 cDNA, 5* end /done=lrV!AGE:4517129 


70B11 


1879 


4363 


U58334 


Hs.44585 


0 


3 . 


Bc!2, p53 binding protein Bbp/53BP2 (BBP/53BP2) 
















mRNA 


165F10 


265 


496 


AV726117 


HS.44656 


6.00E-66 


1 


AV7261 17 cDNA, 5' end /clone=HTCAXB05 /done. 


36F1 


444 


1176 


AK001332 


Hs.44672 


0 


1 


FLJ10470 fis, done NT2RP2000032 t weakly 


596H1 


1073 


2711 


AF288571 


Hs.44865 


0 


14 


lymphoid enhancer factor-1 (LEFI)mRNA, compl 


41 C4 


2876 


3407 


X60708 


Hs.44926 


0 


1 


pcHDP7 mRNA for liver dipeptidyl peptidase IV 
















/cds=<75 


588A7 


7564 


7849 


AL031667 


Hs.45207 


1.00E-158 


1 


DNA sequence from clone RP4-620E1 1 on 
















chromosome 20q1 


183G6 


3967 


4942 


AB020630 


Hs.45719 


0 


5 


mRNA for KIAA0823 protein, partial cds /cds=(0 


465C9 


700 


1325 


BC002796 


Hs.46446 


0 


1 


lymphoblastic leukemia derived sequence 1 , 


464B1 


1519 


1997 


NM_0Q6019 


Hs.46465 


0 


1 


T-cell, immune regulator 1 (TCIRG1), mRNA /cds 


466F10 


455 


518 


AW974756 


Hs.46476 


6.00E-26 


1 


EST386846 cDNA /gb=AW974756 /gi=81 65944 /ug= 


110E7 


620 


1153 


AF223469 


Hs.46847 


0 


1 


AD022 protein (AD022) mRNA, complete cds /cds= 


112D5 


618 


1197 


NM_016614 


Hs.46847 


0 


4 


TRAF and TNF receptor : associated protein (ADO 



224 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



172G6 


4157 


4527 


NM_003954 


Hs.47007 


0 


1 


mitogen-activated protein kinase kinase kina 


177C8 


4217 


4469 


Y10256 


Hs.47007 


1.0QE-96 


1 


serine/threonine protein kinase, NIK /c 


458H9 


18 


457 


AW291458 


Hs.47325 


0 


1 


UI-H-BI2-agh-c-02-O-Ul.s1 cDNA, 3' end /clon 


62B6 


562 


697 


BE872760 


Hs.47334 


7.00E-54 


1 


601450902F1 cDNA, S end /clone=IMAGE:3854544 


178F12 


169 


2413 


AF307339 


Hs.47783 


0 


2 


B aggressive lymphoma short isoform (BAL) mRNA 


46QG4 


598 


1081 


NM_005985 


Hs.48029 


0 


1 


snail 1 (drosophila homoiog), zinc finger prot 


70D12 


1 


2038 


AK027070 


Hs.48320 


0 


13 


FLJ23417 fis, clone HEP20868 /cds ss (59 l 12 


41G5 


6587 


7128 


NMJN4345 


Hs.48433 


0 


1 


endocrine regulator (HR1HFB2436), mRNA /cds= 


516H2 


1 


212 


NM_017948 


Hs.48712 


2.00E-90 


2 


hypothetical protein FLJ20736 (FU20736), mR 


517G9 


685 


1649 


NWL004462 


Hs.48876 


0 


2 


farnesyl-diphosphate famesyltransferase 1 


145A2 


OA 

88 


AAt\ 

440 


X76770 


i_t_ AC\c\n~? 
HS. 49007 


0 


4 
1 


PAP /cos-UNKNOWN /gb=X76770 /gi=556782 /ug 


174H4 


2612 


3200 


AF1 89011 


Hs.49163 


0 


1 


ribonuclease Ml (RN3) mRNA, complete cds /cds 


121 G3 


463 


829 


NM_017917 


Hs.49376 


0 


1 


hypothetical protein RJ2Q644 (FU20644), mR 


170B9 


2260 


2948 


AK023825 


Hs.49391 


0 


1 


FU 13763 fis, clone PLACE4000089 /cds=(56 


65E2 


629 


1798 


AF062075 


Hs.49587 


0 


4 


leupaxln mRNA, complete cds /cds=(93,1253) /g 


518B2 


26 


1798 


NMJ504811 


Hs.49587 


0 


12 


leupaxin (LPXN), mRNA /cds=(93,1253) /gb=NM_0 


472E8 


1182 


1516 


AL390132 


Hs.49822 


0 


1 


mRNA; cDNA DKFZp547E107 (from clone 
















DKFZp547E1 


41B12 


57 


576 


AB000887 


Hs.50002 


0 


1 


for EBI1-ligand chemokine, complete cds 


41 D1 


1 


310 


U66358 


Hs.50404 


1.00E-135 


1 


chemokine (TECK) mRNA, complete cds /cds=(0 ( 452) 


107C9 


2861 


3541 


M64174 


Hs.50651 


0 


3 


/go 

protein-tyrosine kinase (JAK1) mRNA, complete cds /c 


599H12 


202 


3541 


NM_002227 


Hs.50651 


0 


11 


Janus kinase 1 (a protein tyrosine kinase) (JAK 


105E3 


621 


1101 


AF047442 


Hs.50785 


0 


1 


vesicle trafficking protein sec22b mRNA, comp 


129B5 


2489 


2919 


X16354 


Hs.50964 


0 


2 


transmembrane cardnoembryonic antigen BGPa 


587H2 


748 


1673 


NM_000521 


Hs.51043 


0 


2 


hexosaminidase B (beta polypeptide) (HEXB), m 


458H12 


4043 


4561 


NM_000887 


Hs.51077 


0 


1 


integrin, alpha X (antigen CD11C (p150), alpha 


129C9 


4055 


4567 


Y00093 


Hs.51077 


0 


1 


leukocyte adhesion glycoprotein p1 50,95 


125D8 


2502 


3966 


AF016266 


Hs.51233 


0 


3 


TRAIL receptor 2 mRNA, complete cds /cds a (117,1 


179E1 


17 


343 


M22538 


Hs.51299 


1.00E-179 


1 


nuclear-encoded mitochondrial NADH-ubiquinone redu 


165D7 


35 


754 


NM_021074 


Hs.51299 


0 


4 


NADH dehydrogenase (ubiquinone) flavoprotein 


107F10 


2632 


2993 


Y11251 


Hs.51957 


0 


2 


novel member of serine-arglnlne domain p 


195B12 


1344- 


1590 


NM.017903 


Hs.52184 


3.00E-96 


1 


hypothetical protein FU20618 (FLJ20618), mR 


69D7 


3046 


3568 


AB014569 


Hs.52526 


0 


4 


for KIAA0669 protein, complete cds /cds=( 


55D1 


2607 


2847 


NM_014779 


Hs.52526 


1.00E-130 


1 


KIAA0669 gene product (KIAA0669), mRNA /cds=( 


480B8 


1943 


2062 


AL080213 


Hs.52792 


8.00E-44 


1 


mRNA; cDNA DKFZp566l1 823 (from clone 
















DKFZD586I 


72G7 


1236 


1348 


NM_018607 


Hs.52891 


2.00E-55 


1 


hypothetical protein PR01853 (PR01853), mRNA 


526D1 


' 1 


256 


NM_004597 


Hs.53125 


1.00E-114 


1 


small nuclear ribonucteoprotein D2 polypeptld 


458E8 


1182 


1701 


NWL002621 


Hs.53155 


0 


1 


properdin P factor, complement (PFC), mRNA /cd 


458G2 


2171 


2836 


NMJ)01204 


Hs.53250 


0 


1 


bone morphogenetic protein receptor, type II 


458F7 


30 


650 


NM_002200 


Hs.54434 


0 


1 


interferon regulatory factor 5 (IRF5), mRNA / 


459F12 


2023 


3325 


NM_006060 


Hs.54452 


0 


2 


zinc finger protein, subfamily 1A, 1 (Ikaros) ( 


41A6 


498 


755 


U46573 


Hs.54460 


1.00E-140 


1 


eotaxln precursor mRNA, complete cds /cds=(53,346) 
/ 


590A10 


243 


659 


NM_004688 


Hs.54483 


0 


2 


N-myc (and STAT) interactor (NMI), mRNA /cds=( 


461 C11 


872 


1415 


NM_014291 


Hs.54609 


0 


1 


glycine C-acetyltransferase (2-amlno-3-keto 


170H5 


412 


1630 


AJ243721 


Hs.54642 


0 


3 


for dTDP-4-keto-6-deoxy-D-glucose 4-re 


521 F5 


270 


1491 


NM_013283 


Hs.54642 


0 


8 


methionine adenosyltransferase II, beta (MAT 


189H5 


737 


1049 


X76302 


HS.54649 


1.00E-131 


2 


H.sapiens RY-1 mRNA for putative nucleic acid 
















binding protei 


599D10 


2614 


3035 


AB029015 


Hs.54886 


0 


5 


mRNA for KIAA1092 protein, partial cds /cds=(0 


458D5 


1026 


1676 


AK027243 


Hs.54890 


0 


1 


cDNA: FU23590 fis, clone LNG14491 /cds=(709,1 


37A10 


1633 


2040 


AK026024 


Hs.55024 


0 


1 


FLJ22371 fis, clone HRC06680/cds=(77,12 


121AB 


799 


1217 


NM_018053 


Hs.55024 


1.00E-160 


1 


hypothetical protein FLJ10307 (FU10307). mR 



225 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



460B1 


11195 11326 


AF231023 


Hs.55173 


1.00E-45 


1 


protocadherin Flamingo 1 (FMI1) mRNA, complete 


57F1 


1450 


2070 


NMJJ03447 


Hs.55481 


0 


2 


zinc finger protein 165 (ZNF165), mRNA /cds={5 


68D10 


979 


2070 


U78722 


Hs.55481 


0 


4 


zinc finger protein 165 (Zpf165) mRNA, complete 


584G7 


268 


1674 


NMJ303753 


Hs.55682 


0 


4 


eukaryotic translation Initiation factor 3, 


161C8 


63 


394 


NMJJ17897 


Hs.55781 


1.00E-177 


1 


hvDothehcal orotein FLJ20604 (PI J206n4i) mR 


588F6 


1 


387 


NM.016497 


Hs.55847 


0 


1 


hypothetical protein (LOC51258), mRNA /cds=( 


597E10 


,334 




NMJ304446 


Hs.55921 


0 


5 


glutamyl-prolyWRNA synthetase (EPRS), mRN 


-i actum 
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192D8 


1576 


2872 


AL1 36703 


Hs.57209 


0 


3 


mRNA; cDNA DKFZp566J091 (from clone 
















DKFZp566J0 


Dory 


51 o 


1056 


l i/ncc/i 


nS.O/OU4 


U 


1 


adenovirus protein E3-14.7k Interacting protein 1 ( 


A MA1 

1 OoH 1 


2093 


2334 


rsivMjuo/oi 


nS.O/ /t>«3 


■ 4 nnc <io.o 
1 .UUt-l 0£ 


4 

1 


eukaryotic translation initiation factor 3, 


A 4 7QQ 


6933 


7225 


NIVM)2ZB9o 


1 l_ C70Q7 

ns. 57987 


1 .00E-1 54 


3 


B-ce(l lymphoma/leukaemla 11B (BCL11B), mRNA 


m 7Af % 4 4 






dc / 392(3/ 


nS.DoUbo 


/.OUt-21 


1 


O01556492F1 CDNA, 5 end /ctone= IMAGE: 3826247 
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74B3 


1361 


2166 


U30888 


Hs 75981 


o 


2 


irvivA-guanine uansgiycosyiase rnrvrtrS, complete cos 
/c 


67B6 


81 


1457 


X17025 


Hs.76038 


0 


4 


homoloa of veasl IPP ieomarass /ods=f50 7?fi\ 
















/gb=X170 


586F2 


1471 


2197 


NMJXJ4396 


Hs.76053 


0 


13 


DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 


70B3 


762 


2211 


X52104 


Hs.76053 


o • 


12 




73B2 


32 


494 


BF214146 


Hs 76064 


o 




ouictffo^n cuima, o ena /cione- irviAuc.4U/ obzZ 


523E6 


10 


441 


NMJJ00990 


Hs.76064 


0 


2 


ribosomal protein L27a CRPL27A) mRNA /cds=M 


38F7 


6 


372 


Z23090 


Hs.76067 


0 


2 


28 kDa heat shock protein /cds=(491,1 108) 


59B6 


916 


1274 


AF071596 


Hs.76095 


1.00E-174 


1 


apoptosis inhibitor (IEX-1L) gene, complete c 


493B3 


540 


1206 


NM_003897 


Hs.76095 


0 


3 


Immediate earty response 3 (IER3), mRNA /cds=( 


463D7 


1399 


2063 


NM_005626 


Hs.76122 


0 


1 


splicing factor, arginine/serine-rtch 4 (SFR 


591C12 


13412 13873 


NM_Q03922 


Hs.76127 


0 


3 


hect (homologous to the E6-AP (UBE3A) carboxyl 


65H7 


12209 12580 


U50078 


Hs.76127 


0 


1 


guanine nucleotide exchange factor p532 mRNA, 
















complet 


160B6 


79 


535 


X77584 


Hs.76136 


1.00E-140 


1 


ATL-derived factor/thiredoxin /cds=(80 


596A9 


1 


124 


NMJ)01009 


Hs.76194 


3.00E-62 


1 


ribosomal protein S5 (RPS5), mRNA /cds=(37,651 


51H5 


2834 


3174 


AK025353 


Hs.76230 


1.00E-180 


1 


cDNA: FU21700 fis, clone COL09849, highly sim 


115C8 


1589 


2005 


NM_001748 


Hs.76288 


0 


1 


caJpain 2 ( (m/ll) large subunit (CAPN2), mRNA 


588C5 


4 


336 


NM_Q04492 


Hs.76362 


0 


2 


general transcription factor HA, 2 (12kD subu 


111D9 


732 


1077 


NM_004930 


Hs.76368 


1.00E-161 


2 


capping protein (actin filament) muscle 2-lin 


192A11 


1589 


1995 


NM_002462 


Hs.76391 


0 


3 


myxovirus (influenza) resistance 1 , homolog o 


39F5 


8481 


8730 


Y00285 


Hs.76473 


1.00E-111 


1 


tnsuline-like growth factor II receptor /cds 


9oU4 


487 


3719 


KtKH AAOOOQ 

NM_00229o 


nS.76506 


0 


38 


lymphocyte cytosolic protein 1 (L-plastin) (L 


124H12 


Oil 


1747 


NMJJ04862 


Hs.76507 


0 


5 


LPS-induced TNF-alpha factor (PIG7), mRNA /cd 


37A6 


920 


1524 


U77396 


Hs.76507 


1.00E-162 


2 


LPS-lnduced TNF-A!pha Factor (UTAF) mRNA, co 


71E9 


759 


3362 


D00099 


Hs.76549 


0 


4 


mRNA for Na.K-ATPase alpha-subunit, complete 


73F5 


951 


1277 


AK001361 


Hs.76556 


1.00E-168 


1 


FLJ10499 fis, clone NT2RP2000346, weakly 


48H6 


1097 


1603 


NM_014330 


Hs.76556 


0 


2 


growth arrest and DNA-damage-lnductble 34 (G 


160C8 


74 


181 




7fi l %79 
no. / 03/ £ 




1 


DUiooooiDM o ena /clone- imAv9b.oBooo9u 


5flQrn 1 

OOVU 1 1 


86 


455 


mm nnifiQ7 


He 7ft^70 


A 
V 


*> 

A 


ATP synthase, H+ transporting, mitochondrial 


38B1 


227 


886 


in lvi_U 14059 


MS. 76640 


0 


9 


RGC32 protein (RGC32), mRNA /cds=(1 46,499) /g 




3024 


4628 


nannnc 
UoUUUO 


Lin 7CCCC 

ris.76666 


I.OOfc-136 


4 


mRNA for KIAA0183 gene, partial cds /cds=(0,3190) 

/nh 


37A11 


1788 


3255 


AF07Q673 


He 766Q1 

MS, / OD3 I 


n 
u 


c 


/gD 

siannin mr\iMM, compieie cas /cos-p /o,44l) /go 


58H11 


1706 


2088 


AL136B07 




n 

V 


o 


mKiMM, cuw\ urvr^p434Ll62i (from clone 
















DKFZD434L 

wi\i tj/TWTy 


477F9 


6930 


7298 


AB002299 


Hs.76730 


0 


2 


mRNA for KIAA0301 apnp nflrtial rrtc /rrlc=/n R\AA\ 

/gb 


40G7 


293 


819 


NM_000118 


Hs.76753 


0 


1 


endoglin (Osler-Rendu-Weber syndrome 1) (EN 


75C11 


10 


1113 


J00194 


Hs.76807 


0 


5 


human hla-dr antigen alpha-chain mma & ivs 
















fragments /cds= 


99F4 


10 


969 


NM.019111 


Hs.76807 


0 


6 


major histocompatibility complex, class II, 


oloiz 


1670 


2511 


ALIoousO 


l_|„ 7 0 ocq 

ns. 76853 


0 




cDNA DKFZp434N1728 (from done DKFZp434N 


599C2 


41 


346 


NM_002790 


Hs.76913 


1.00E-124 




proteasome (prosome, macropain) subunit, alp 


155C2 


508 


870 


X61970 


Hs.76913 


0 




for macropain subunit zeta /cds=(21 ,746) /g 


70C5 


3398 


3754 


AF002020 


Hs.76918 


0 




Niemann-Pick C disease protein (NPC1) mRNA, co 


57A11 


2173 


2764 


NM.000271 


Hs.76918 


0 




Niemann-Pick disease, type C1 (NPC1), mRNA /cd 


158C9 


314 


1233- 


NWL001679 


Hs.76941 


0 


3 


ATPase, Na+/K+ transporting, beta 3 polypeptid 


520E1 


4175 


4502 


NM.014757 


Hs.76986 


1.00E-158 


1 


mastermind (Drosophila), homolog of (MAML1), 


587D8 


22 


669 


NM_001006 


Hs.77039 


0 


5 


ribosomal protein S3A (RPS3A), mRNA /cds=(36,8 


481 F2 


440 


1488 


NMJJ01731 


Hs.77054 


0 


3 


B-cell translocation gene 1, anti-prolrferati 


53G11 


340 


1490 


X61123 


Hs.77054 


0 


3 


BTG1 mRNA /cds=(308.823) /gb=X61 123 /gl=29508 


521 A6 


147 


1325 


D55716 


Hs.77152 


0 


2 


/ug=Hs 

mRNA for P1cdc47, complete cds /cds=(1 16,2275) 



/gb=D 
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37H9 


2109 


2530 


X07109 


Hs.77202 


0 


1 


protein kinase C (PKC) type /cds=(1 36,21 57) / 


167H5 


3915 


4508 


NM.006437 


Hs.77225 


0 


1 


ADP-ribosyttransferase (NAD+; poly (ADP-ribo 


139G5 


2183 


2389 


U61145 


Hs.77256 


1.00E-111 


1 


enhancer of zeste homoiog 2 (EZH2) mRNA, complete 
cds 


109H2 


2502 


2893 


D38549 


Hs. 77257 


0 


1 


KIAA0068 gene, partial cds /cds=(0,3816) /gb 


184B7 


619 


1111 


L25080 


Hs.77273 


0 


1 


GTP-blnding protein (rhoA) mRNA, complete cds 


587H1 


614 


1371 


NMJJ01664 


Hs.77273 


0 


9 


ras homoiog gene family, member A (ARHA), mRNA 


99G10 


1387 


2219 


NM_00Z658 


Hs. 77274 


0 


A 
1 


plasminogen activator, urokinase (PLAU), mRN . 


143C12 


2403 


2905 


AL049332 


Hs.7731 1 


0 


2 


cDNA DKFZp564L1 76 (from clone DKFZp564L1 


519B11 


5248 


5555 


Lift* At4Tt/\ 

NM_Q00430 


Hs.77318 


1.00E-160 


1 


platelet-activating factor acetylhydrolase, 


52F10 


3249 


3459 


AF095901 


Hs. 77324 


1.00E-114 


2 


eRF1 gene, complete cds /cds=(136,1449) /gb=A 


494G1 


3255 


3453 


kill f\T\ A "TO f\ 

NM_004730 


Hs.77324 


A f\t\C A AO 

1 .OOfc-1 09 


2 


eukaryotic translation termination factor 1 


517E4 


305 


973 


NM_014754 


l_j Trim 

HS.77329 


0 


2 


pnospnatidyisenne syntnase 1 (PTD551), mRNA 


72F9 


1934 


4605 


AF1 87320 


Hs.77356 


0 


10 


transferrin reoeptor (TFRC) gene, complete cd 


46D6 


241 


4902 


NM_003234 


HS-77356 


0 


2 


transferrin receptor (p90, CD71) (TFRC), mRNA 


113A12 


1028 


1290 


NM_024033 


Hs.77365 


1.00E-145 


1 


hypothetical protein MGC5242 (MGC5242), mRNA 


173A7 


1142 


1649 


AK026164 


Hs.77385 


0 


2 


cDNA: FU22511 fls t clone HRC11837, highly sim 


189E7 


466 


798 


NM_0020Q4 


Hs.77393 


0 


1 


farnesyl diphosphate synthase (farnesyl pyro 


479B1 


306 


482 


NWL.000566 


Hs.77424 


8.00E-55 


1 


Fc fragment of IgG, high affinity la, receptor 


41E12 


351 


898 


XI 4356 


Hs.77424 


0 


1 


high affln&y Fc receptor (FcRI) /cds=(36,116 


122D3 


562 


655 


NM_002664 


Hs.77436 


1.00E-145 


1 


pleckstrin (PLEK), mRNA/cds=(60,1112)/gb=N 


59C11 


1 


2745 


X07743 


Hs.77438 


0 


5 


pleckstrin (P47) /cds=(60,1 1 1 2) /gb=X07743 . 


590B1 


5185 


5274 


NM_001379 


Hs.77462 


1 .OOE-44 


1 


DNA (cytosine-5-)-methy {transferase 1 (DNMT1 


522D1 


572 


956 


NM_001929 


Hs.77494 


0 


1 


deoxyguanosine kinase (DGUOK), mRNA /cds=(11, 


109E12 


723 


2474 


D87684 


Hs.77495 


1.00E-163 


5 


for KIAA0242 protein, partial cds /cds=(0 f 


148E2 


61 


271 


BE737246 


Hs.77496 


1.00E-81 


1 


601305556F1 5' end /done=IMAGE:36401 65 


586D4 


1887 


2352 


NMJJ03363 


Hs.77500 


0 


1 


ubtquitin specific protease 4 (proto-oncogene 


0/ to 


CO 

4C57 


tOUO 


DvAlL/ 1 OQ*» 


ns. f 1 out 


n 




iviothnnina aHonneullraneforacfi II a In ha /■• 

rncinronine aucnosyiuanoiciaBc ii, hi pi i a, c 


70H9 


87 


1283 


X68836 


Hs.77502 


0 


14 


S-adenosylmethlonlne synthetase /cds=( 


69B2 


778 


3033 


M20867 


Hs.77508 


0 


2 


glutamate dehydrogenase (GDH) mRNA, complete 
















cds/cd 


513F9 


2694 


2929 


NMJX>5271 


Hs.77508 


1.00E-105 


1 


glutamate dehydrogenase 1 (GLUD1), mRNA /cds= 


75A3 


190 


701 


X62744 


Hs.77522 


0 


1 


RING6 mRNA for HLA class II alpha product 
















/cds-(45 l 830 


105E10 


72 . 


597 


BE673364 


Hs.77542 


0 


3 


7d34a03.x1 cONA, 3' end /c!one=IMAGE:32491 00 




00 




DrOUOf \JjL 


ns. r 1 9*taz 


A 
U 


0 
0 




524C9 


829 


1233 


AK021563 


Hs.77558 


0 


3 


cDNA FU11501 fis, clone HEMBA1002100 /cds=UNK 


523B12 


7580 


8153 


NM_004652 


Hs.77578 


0 


2 


ubiquitin specific protease 9, X chromosome (D 


168F3 


169 


340 


AL021548 


Hs.77608 


7.00E-63 


1 


DNA sequence from BAC 15E1 on chromosome 12. 
















Contains 


195A11 


164 


451 


• NMJJ03769 


Hs.77608 


1.00E-162 


1 


splicing factor, arginine/serine-rich 9 (SF 


595E1 


618 


1461 


AF056322 


Hs.77617 


0 


7 


SP100-HMG nuclear autoantigen (SP100) mRNA, c 


115A6 


2954 


3541 


AL1 37938 


Hs.77646 


0 


2 


mRNA; cDNA DKFZp761 M0223 (from clone 
















DKFZp761M 


592H6 


261 


951 


NM_014752 


Hs.77665 


0 


3 


KIAA0102 gene product (KIAA0102), mRNA/cds=< 


461 F3 


4657 


4980 


NM_014749 


HS. 77/^4 


1.00E-1 74 


1 


KIAA0586 gene product (kjaaudoo), mRNA /cds=( 


98C8 


27~ 


1961 


NMJ302543 


Hs.77729 


0 


4 


oxidised low density lipoprotein (lectln-like 


598A12 


101 


1396 


NM_006759 


Hs.77837 


0 


4 


UDP-glucose pyrophosphorylase 2 (UGP2), mRNA 


594H8 


1 


872 


NM_006802 


Hs.77897 


1.00E-144 


2 


spficing factor 3a, subunit 3, 60kD (SF3A3), mR 


171 E4 


1140 


. 1394 


X81789 


HS.77897 


1.00E-110 


1 


for splicing factor SF3a60 /cds=(565,2070) 


500F1 


2185 


2496 


AK025736 


Hs.77910 


1.00E-160 


1 


cDNA: FLJ22083 fis, clone HEP14459, highly sim 


525B10 


1696 


2060 


NMJ500122 


HS.77929 


0 


1 


excision repair cross-complementing rodent r 


53E1 


877 


1539 


AK026595 


Hs.77961 


0 


7 


FU22942 fis, clone KAT08170, highly sim 


521C6 


631 


1089 


NM.005514 


Hs.77961 


1.00E-115 


4 


major histocompatibility complex, class I, B 


588C3 


300 


653 


NMJ)04792 


Hs.77965 


0 


1 


Clk-associating RS-cyclophilln (CYP), mRNA 
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523C6 


977 




KIM 001912 






1 

1 


catnepsin U (CTSL), mRNA /cds=(288,1289) /gb= 








A 1 tmTlJ 1 


n«s. f QUCKj 


n 
u 


1 

o 


pro-cathepsin L (major excreted protein MEP) 




1 OQ 

I £9 


OOc. 


im ivi uuajjoa 


no./ O i Uo 


n 

u 


1 


nucleosome assembly protein Hike 4 (NAP1 L4) 


1 OOnj 




05JO 


\jf r hot 


ns./ o i uo 


n 
u 


4 
1 


nucleosome assembly protein 2 mRNA, complete cds 

/rrl 


40B10 


2433 


2543 


M28526 


Hs 78146 


5.00E-29 




ICQ 

piaieiet enaotneiiai cell adhesion molecule (PECAM-1 


114E5 


1671 


2029 


NM_000442 


Hs.78146 


1.00E-162 


1 


Dlatplpt/pnriflthplip! r*p!l arlhocinrt mnlorulo 
piaiciGiscj iuuu icjidl veil aUllcsIUll (IIUIcCUIc 


513D11 


28 


1399 


NMJX)0700 


Hs.78225 


0 


5 


annexin A1 (ANXAU mRNA {rrit^dA H14\ / n K=M 


331 B3 


219 


1370 


X05908 


Hs.78225 


0 


3 


lipocortin /cds=(74,1114) /gb=X05908 /gi=34 


56A12 


1383 


2379 


X94232 


Hs.78335 


0 


4 


novel T-cefl activation protein /cds=(14 


465H1 


386 


904 


NM_002812 


Hs.78466 


0 


2 


proteasome (prosome, macropaln) 26S subunit. 


108H7 


2067 


2486 


L42572 


Hs.78504 


0 


1 


D87/89 aena comnlpto eric /n4esr09 9^fifl\ /nh- 

pvrfu^ feller, M/iiipioio WJo /IajS ^9&,£OOOJ /yD— 


187E9 


729 


1494 


NM_006839 


Hs.78504 


0 


2 


innsr mpmbranf* nrntpin mitnnhnnririal f mifrrfi 


102F2 


672 


2947 


L14561 


Hs. 78546 


0 


2 


Dfasma membrane calcium ATPa<ip isoform 1 /ATP 


591H12 


42 


1949 


NM_004034 


Hs.78637 


o 


3 


annexin A7 /ANXA71 trancrvint variant 9 mRKI 


595H3 


2775 


3030 


mm 003470 


Hs 78683 

, i io. i uuuj 


3 O0E-96 


-j 


uuujuiui i apcuiiu protease r ^nerpes vims-3S 


62F5 


2775 


3838 


Z72499 


Hs.78683 


0 


2 


herpesvirus associated ubiquitin-speci 


46G4 


2632 


3236 


NMJW3580 


Hs.78687 


0 


1 


neutral sphingomyelinase (N-SMase) actlvatlo 


513A11 


342 


1258 


NM_Q02635 


Hs.78713 


0 


10 


solute carrier family 25 (mitochondrial cam 


472A4 


3018 


3286 


NM_024298 


Hs.78768 


1.00E-132 


1 


malignant cell expression-enhanced gene/lumo 


177A3 


377 


1186 


AL049589 


Hs.78771 


0 


3 


DNA sequence from clone 570L12 on chromosome 
















Xq13.1-2 


71 E6 


303 


1767 


NM_Q00291 


Hs.78771 


0 


12 


phosphoglycerate kinase 1 (PGK1), mRNA/cds=( 


181D8 


2104 


3677 


NM_018834 


Hs.78825 


0 


4 


matrin 3 (MATR3), mRNA /cds=(254,2800) /gb=NM 


126G6 


2498 


2959 


AL1 62049 


Hs.78829 


0 


1 


mRNA; cDNA DKFZp762E1712 (from done 
















DKFZp762E 


41C3 


1743 


2340 


M31932 


HS.78864 


0 


2 


IgG low affinity Fc fragment receptor (FcRlla) mRNA, 
c 


166D11 


1696 


2156 


M81601 


Hs.78869 


0 


1 


transcription elongation factor (Sll) mRNA, complete 


517B3 


565 


1392 


D42039 


HS.78871 


0 


3 


mRNA for K1AA0081 gene, partial cds /cds=(0,702) 
















/gb= 


180G11 


59 


517 


NMJ320548 


H3.78888 


0 


1 


diazepam binding inhibitor (GABA receptor mod 


99B7 


2356 


3329 


U07802 


Hs.78909 


0 


45 


Tis1 1 d gene, complete cds /cds=(291 ,1739) 
















/gb=U07802 


54C4 


557 


1101 


U13045 


Hs.78915 


0 


1 


nuclear respiratory factor-2 subunit beta 1 mRNA, com 


44A5 


634 


1128 


U29607 . 


Hs.78935 


0 


2 


methionine aminopeptidase mRNA, complete cds 
















/cds=(2 


63A2 


964 


1050 


X92106 


Hs.78943 


7.00E-31 


1 


bleomycin hydrolase /cds=(78, 1 445) /gb 


163G9 


228 


877 


L13463 


Hs.78944 


0 


3 


helix-loop-helix basic phosphoprotein (G0S8) mRNA, 


119H6 


472 


877 


NM_002923 


Hs.78944 


0 


1 


regulator of G-protein signalling 2, 24kD (RG 


166E2 


5629 


5764 


U51903 


Hs.78993 


2.00E-69 


1 


RasGAP-related protein (IQGAP2) mRNA, complete 
cds 


40F9 


66 


603 


Ml 5796 


Hs.78996 


0 


1 


eyefin protein gene, complete cds /cds-(1 18,903) /gb 


593E5 


156 


854 


NMJJ12245 


Hs.79008 


0 


5 


SKI-INTERACTING PROTEIN (SNW1), mRNA 
















/cds=(2 


485B7 


276 


599 


AFG63591 


Uo 7901=; 
no. i ow io 


I.UUt-l JO 


4 

1 


brain my033 protein mRNA, complete cds/cds = (5 


61 B4 


125 


732 


X05323 


HS.79015 


0 


2 


MRC OX-2 gene signal sequence /cds=(0,824) 
















/gb=X05323 


71C8 


330 


1958 


NMJ)G5261 


Hs.79022 


0 


24 


GTP-bindmg protein overexpressed in skeletal 


75G8 


330 


1957 


U10550 


Hs.79022 


0 


63 


Gem GTPase (gem) mRNA, complete cds 
















/cds=(213,1103)/ 


584G1 


4424 


5153 


AF226044 


Hs.79025 


0 


2 


HSNFRK (HSNFRK) mRNA, complete cds 
















/cds=(641,2 


117C5 


358 


933 


NM_012413 


HS.79033 


0 


1 


glutaminyHJeptWe cydotransferase (glutam 


72B2 


910 


2015 


AJ250915 


Hs.79037 


0 


9 


p10 gene for chaperonin 10 (Hsp10 protein) and 


71G11 


880 


1981 


NM_002156 


Hs.79037 


0 


5 


heat shock 60kD protein 1 (chaperonin) (HSPD1) 
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193H12 


1859 


2474 


NMJW3243 


Hs.79059 


0 


5 


transforming growth factor, beta receptor 111 


460B4 


846 


1325 


NM_001930 


Hs.79064 


0 


1 


deoxyhypusine synthase (DHPS), transcript va 


75C4 


1166 


2087 


K02276 


Hs.79070 


0 


85 


(Daudi) translocated t(8;14) c-myc oncogene mRNA, 

CO 


71G10 


1274 


2121 


NM_002467 


Hs.79070 


0 


12 


v-myc avian myelocytomatosls viral oncogene h 


183D8 


385 


741 


NM_002710 


Hs.79081 


0 


1 


protein phosphatase 1, catalytic subunit, gam 


170A12 


741 


1203 


X74008 


Hs.79081 


0 


1 


protein phosphatase 1 gamma fcds^W.1 1 


ioi no 




OOOO 




Ur 7QnflQ 
nb, f WOa 


n 
u 


1 


cpnis dnmfltn lmmirnnnlr»hi]ftri Hnmain f\n\ tran 
ocmici uwiiiaiiii u i ii mu [ ic^iuuuiiii uuiiialil V'sj/i 


40C12 


2933 


4108 


U60800 


Hs.79089 


0 


4 


semaphorin (CD100) mRNA, complete cds 
















/cds=(87,2675) 


104E1 


1708 


1932 


L35263 


Hs.79107 


1.00E-101 


1 


CSaids binding protein (CSBP1) mRNA, complete cds 
/cd 


70B2 


913 


2497 


AK000221 


Hs.79110 


0 


9 


FU20214 fis, clone COLF2014, highly simi 


123512 


1929 


2644 


D42043 


Hs.79123 


o 


3 


mRNA for KIAA0084 gene, partial cds /cds=(0,1946) 
/gb 


193G7 


802 


1425 


NM_004379 


Hs.79194 


0 


2 


cAMP responsive element binding protein 1 (CR 


75D6 


158 


2139 


NMJ)04233 


Hs.79197 


0 


16 


CD83 antigen (activated B lymphocytes, immuno 


74H2 


98 


1357 


NMJX)1154 


Hs.79274 


0 


2 


annexln A5 (ANXA5), mRNA /cds=(192,1 154) /gb= 


519G7 


5358 


5496 


D8o9o5 


HS.79270 




4 
1 


rriKivA tot jwvauzoz protein, paruai cos /cos— yj, 


462C2 


1477 


2031 


NM_003006 


Hs.79283 


0 


1 


selectln P Hgand (5ELPLG), mRNA /cds=(59, 1267 


65C6 


23 


1609 


M15353 


Hs.79306 


0 


6 


cap-binding protein mRNA, complete cds /cds=(1 


64H8 


326 


1610 


NWJ_001968 


Hs.79306 


0 


3 


eukaryotic translation initiation factor 4E 


52C3 


1333 


1904 


X64318 


Hs.79334 


0 


1 


E4BP4 gene /cds=(213,1601) /gb=X6431 8 /gr=30955 


39F7 


4 4 70 

11/9 


1 1 40 


AT1U57I OJ 


He 70^*^ 

ns.f ?0O3 


u 


4 
1 


Ov ¥1/ OINr-lcldlcU, mail lA-daSOCIaffia, ddJI 1~U 


194A7 


1512 


1803 


NM__ UUoU/b 


ns./yooo 


4 nnc hq 


A 

1 


owi/oiMr relate □, matrix associaiea, aeon aep 


463E12 


4326 


4831 


NWMJlol4o 


nS.79ooT 


0 


4 

1 


im/vvjioo protein \iM/v\uiODj t mr\w\ /cas— ^ » ouo, 


526B5 


1420 


1867 


NMJ)02958 


HS.79350 


0 


2 


RYK receptor-like tyrosine kinase (RYK), mRNA 


4S0F3 


1755 


2242 


NM_006285 


Hs.79358 


0 


2 


testis-specific kinase 1 (TESK1), mRNA/cds=( 


98B11 


2076 


4834 


X76061 


Hs.79362 


0 


11 


H.sapiens p130 mRNA for 130K protein 
















lCuS~[pz7,O**O0) iQD—AfO 


45F3 


2286 


2666 


NIWJJ01423 


H3.79368 


0 


1 


epithelial memDrane protein i (twiPi), mKNA /cd 


50C10 


2016 


2666 


Y07909 


Hs.79368 


0 


2 


Progression Associated Protein /cds=(21 


118E3 


549 


1078 


NM_012198 


Hs.79381 


0 


1 


grancalcin (GCL), mRNA /cds={1 19,772) /gb=NM_ 


181F4 


657 


1271 


NM_C02805 


Hs.79387 


0 


2 


proteasome (prosome, macropain) 26S subunit, 


105H3 


1114 


1538 


D83018 


Hs.79389 


0 


1 


for nel-related protein 2, complete cds / 


173B2 


429 


3009 


nm_oo6159 


Hs.79389 


0 


5 


nel (chickenHike 2 (NELL2), mRNA /cds=(96,25 


177B3 


662 


991 


AC004382 


Hs.79402 


0 


1 


Chromosome 16 BAC clone CIT987SK-A-152E5 /cds 


590H3 


663 


1002 


NMJ)02694 


Hs.79402 


0 


1 


polymerase (RNA) II (DNA directed) polypeptide 


523B7 


223 


582 


NM_002946 


Hs.79411 


0 


1 


replication protein A2 (32kD) (RPA2), mRNA /c 


182B10 


472 


1024 


U02019 


Hs.79625 


1.00E-121 


2 


AU-rlch element RNA-binding protein AUF1 mRNA. 
















comple 


479F3 


100 


301 


NM_001783 


Hs.79630 


2.00E-86 


1 


C079A antigen (immunoglobuBn-associated al 


40H9 


582 


1107 


U05259 


Hs.79630 


0 


1 


MB-1 gene, complete cds /cds=(36,716) /gb=U05259 


116A2 


1003 


1368 


NM_006224 


Hs.79709 


1.00E-176 


1 


/g« 

phosphotldylinositol transfer protein (PITPN 


74G8 


252 


1297 


D21853 


Hs,79768 


0 


5 


KIAA0111 gene, complete cds /cds=(21 4,1 449) 


525G2 


830 


1297 


NM_014740 


Hs.79768 


0 


2 


KIAA01 1 1 gene product (KIAA01 11), mRNA /cds»( 


125G3 


2757 


3339 


AF072928 


Hs.79877 


0 


1 


myotubularin related protein 6 mRNA, partial c 


184A2 


532 


1102 


AF135^ 


Hs.79933 


0 


1 


cyclin 1 (CYC1) mRNA, complete cds /cds=(1 99,13 


514C6 


329 


1255 


NM_006835 


Hs.79933 


0 


6 


cyclin 1 (CCNI), mRNA/cds=(0,1133)/gb=NM_006 


116G5 


824 


105B 


NM.006875 


Hs.80205 


1.00E-121 


1 


pim-2 oncogene (PIM2), mRNA /cds=(1 85,1 189) / 


10BC11 


1700 


1995 


U77735 


Hs.80205 


1.00E-125 


1 


pim-2 protooncogene homolog pim-2h mRNA, 
















complete cd 


110E3 


276 


653 


AL136139 


H3.80261 


0 


1 


DNA sequence from clone RP4-761 12 on chromosome 
6 Con 


47BD1 


1067 


2761 


NMJ)Q6403 


Hs.80261 


2.00E-70 


2 


enhancer of fomentation 1 (cas-fike docking; 
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178C8 


880 


1226 


AL050192 


Hs.80285 


0 


1 


mRNA; cDNA DKFZp586C1723 (from clone 
















DKFZp586C 


494F11 


477 


5535 


NM_014739 


Hs.80338 


0 


8 


KIAA0164 gene product (KIAA0164). mRNA/cds*( 


190A1 


1165 


1540 


NM_004156 


Hs.80350 


1.00E-166 


2 


protein phosphatase 2 (formerly 2A), catalytic 


461A1 


4639 


4913 


NMJHM653 


Hs.80358 


1.00E-140 


1 


SMC (mouse) homolog, Y chromosome (SMCY), 
















mRNA 


158A8 


2656 


3229 


L24498 


Hs.80409 


0 


1 


gadd45 gene, complete cds /cds=(2327,2824) 
















/gb=L2449 


41 E6 


2385 


2992 


U84487 


Hs. 80420 


0 


2 


CX3C chemokine precursor, mRNA, alternatively 
















splice 


40H4 


2830 


3605 


ft in A f\r\r\4 in 

NM_0Q0129 


HS.80424 


0 


1 


coagulation factor XIII, A1 polypeptide (F13A 


464D3 


214 


835 


NIVM) 04899 


lis. 80426 


0 


2 


brain and reproductive organ-expressed (TNFR 


75MS 


1180 


4930 


U 12707 


nS.oUODl 


0 


60 


mitogen induced nuclear orphan receptor (MINOR) 
















mRNA 


593E10 


1 


510 


NM_004552 


Hs.80595 


1.00E-158 


5 


NADH dehydrogenase (ubiquinone) Fe-S protein 


113C5 


1182 


1583 


NM_0Q3336 


Hs.80612 


0 


1 


ublquftln-conjugatlng enzyme E2A (RAD6 homol 


515B7 


268 


538 . 


NMJ)01020 


Hs.80617 


2.00E-91 


3 


ribosomal protein S16 (RPS16), mRNA /cds=(37,4 


477F12 


460 


606 


NM_018996 


Hs.80618 


1.00E-47 


1 


hypothetical protein (FU20015), mRNA /cds=( 


41A8 


1331 


1788 


L78440 


Hs.80642 


0 


1 


STAT4 mRNA, complete cds /cds=(81,2327) /gb=L 


594C1 


1594 


2586 


NM_003151 


Ha. 80642 


o 


4 


sianal transducer and activator of transerinfi ' 


112C8 


1802 


1932 


NM_002198 


Hs.80645 


2.00E-35 


1 


Interferon regulatory factor 1 (IRF1), mRNA/ 


522H8 


1130 


1533 


NM_003355 


Hs.80658 


1.00E-135 


4 


uncoupling protein 2 (mitochondrial, proton c 


123E4 


259 


757 


NM_002129 


Hs.80684 


0 


4 


high-mobility group (nonhistone chromosomal) 


109H1 


263 


754 


X62534 


Hs.80684 


0 


1 


HMG-2 mRNA /cds=(2 14,843) /gb=X62534 /gi=32332 


149G9 ' 


1020 


1607 


J05032 


Hs.80758 


0 


2 


aspartyl-tRNA synthetase alpha-2 subunit mRNA, 
















compl 


461 F12 


1702 


2246 


AL031600 


Hs.80768 


0 


1 


DNA sequence from clone 390E6 on chromosome 16. 
















Contai 


102B2 


1486 


2008 


M 16038 


Hs.80887 


0 


1 


lyn mRNA encoding a tyrosine kinase /cds=(297,1 835) 
/ 


125B11 


1260 


2013 


NMJ)02350 


Hs.80887 


0 


5 


v-yes-1 Yamaguchi sarcoma viral related oncog 


37C9 


2901 


5260 


D79990 


Hs.80905 


0 


8 


KIAA0168 gene, complete cds AxJs=(1 96,1 176) 


196D6 


2949 


5261 


NM_014737 


Hs.80905 


0 


9 


Ras association (RaIGDS/AF-6) domain family 2 


584H1 


4072 


4296 


NMJ)02693 


Hs.80961 


3.00E-91 


1 


polymerase (DNA directed), gamma (POLG), nucl 


584F9 


31 


568 


AF1 74605 


Hs.81001 


0 


5 


F-box protein Fbx25 (FBX25) mRNA, partial cds 


102D11 


1037 


1632 


J03459 


Hs.81118 


0 


1 


leukotriene A-4 hydrolase mRNA, complete cds 
















/cds=(68 


193F8 


1037 


1643 


NMJ)00895 


Hs.81118 


0 


2 


leukotriene A4 hydrolase (LTA4H), mRNA/cds=( 


118H7 


354 


,1148 


U65590 


Hs.81134 


0 


5 


IL-1 receptor antagonist IL-1Ra (IL-1RN) gene 


41H1 . 


2549 


2936 


X60992 


Hs.81226 


0 


1 


CD6 mRNA for T cell glycoprotein CD6 /cds=(120.152 


171B9 


2070 


2479 


AF248648 


Hs.81248 


0 


1 


RNA-binding protein BRUNOL2 (BRUN0L2) mRNA, c 


con 


291 


512 




nS.o125o 


3.0UC-Ob 


1 


S100 calcium-binding protein A4 (calcium prot 


73H2 


389 


1481 


M69043 


1 J_ fli AAA 

Hs.81328 


0 


14 


MAD-3 mRNA encoding IkB-like activity, complet 


513G1 


637 


1481 


NM_020529 


Hs.81328 


0 


13 


nuclear factor of kappa light polypeptide gene 


488F2 


1065 


1417 


NMJ)04499 


Hs.81361 


1.00E-180 


4 


heterogeneous nuclear ribonudeoprotein A/B 


151CB 


1260 


1423 


U7671 3 


Hs.81361 


1.00E-61 


1 


apobec-1 binding protein 1 mRNA, complete cds 
















/cds=(15 


593B9 


41 


954 


nmj)01688 


Hs.81634 


0 


3 


ATP synthase, H+ transporting, mitochondrial 


104H12 


. 352 


912 


X60221 


Hs.81634 


0 


1 


H+-ATP synthase subunit b /cds=(32,802) 


141G8 


1132 


1642 


AK001883 


Hs.81648 


0 


1 


FU11021 fis, clone PLACE1003704, weakly 


41A1 


4214 


4395 


X06182 


Hs.81665 


5.00E-67 ' 


1 


c-kit proto-oncogene mRNA /cds=(21 ,2951) 
















/gb=X06182 


102F5 


3037 


3646 


D38551 


Hs.81848 


0 


1 


KIAA0078 gene, complete cds /cds=(1 84,2079) 


111E11 


1375 


1752 


NM_006265 


Hs.81848 


0 


1 


RAD21 (S. pombe) homolog (RAD21), mRNA /cds=(1 


592F8 


38 


720 


NM_014736 


Hs.81892 


0 


1 


KIAA0101 gene product (KIAA0101), mRNA/cds=( 



236 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



194F1 


6886 


7115 


A Ci A 4 70C 

AFZ417DO 


LI - Q4 QQ-T 

ns.oioy/ 


4 fine 4 4 "7 

1 .UUt- 1 1 f 


1 


NrUOiZ (NPU012) mRNA, complete cds /cds=(552,2 


5Z5U6 


A 
1 


01 0 


mm rmcKftQ 


We R1Q1 c 


u 


A 


leukemia-associated phosphoprotein p1 8 (sta 


101D12 


3249 


3508 


D38555 


Hs.81964 


4 rtftC 4 A*i 

I.OOc-143 


1 


KIAA0079 gene, complete cds fcds=(1 14,3491) 


176D11 


2996 


3168 


NWL004922 


Hs.81964 


9.00E-94 


2 


SEC24 (S, cerevisiae) related gene family, mem 


129B7 


5068 


5759 


D50683 


Hs.82028 


0 


4 


for TGF-betallR alpha, complete cds /cds= 


195H6 


946 


1208 


NM_Q06023 


Hs.82043 


6.00E-74 


1 


D1 23 gene product (0123), mRNA /cds=(280,1290) 


461 D9 


2709 


3085 


NM_002184 


Hs.82065 


1.00E-134 


1 


interieukin 6 slanal transriiinpr for>nn rinrr»<5 


129A5 


1338 


1802 


M14083 


Hs.82085 


0 


1 


beta-migrating plasminogen activator inhibitor 1 mR 


57G9 


500 


1561 


AF220656 


Hs.82101 


1.00E-145 


3 


apoptosis-associated nuclear protein PHLDA1 


40C11 


3748 


4497 


M27492 


Hs.82112 


0 


1 


interieukin 1 receptor mRNA, complete cds 
















/cds=(82,17 


481 B6 


3164 


3609 


NM_000B77 


Hs.82112 


0 


1 


interieukin 1 receptor, type I (IL1R1), mRNA / 


40H6 


161 


557 


AB049113 


Hs.82113 


0 


1 


DUT mRNA for dUTP pyrophosphatase, complete cd 


592B7 


184 


568 


NM_Q01948 


Hs.82113 


1.00E-111 


2 


dUTP pyrophosphatase (DUT), mRNA /cds=(29 t 523 


114F1 


465 


720 


U70451 


Hs.82116 


1.00E-135 


1 


myleoid differentiation primary response protein My 


71 H5 


- 194 


3415 


NM OOSIflfi 

IMIVI UUQ 1 go 


He 82120 


o 


36 


iiuvHt7cii icocfJiui ouuidrniiy *t, yiuujj m, rriernDsr 


r ou I 


19ft4 




Ai 99 I O 




n 
u 


o*t 


MftT IrAzi— HAl 91 AX\ /nh-Y7^Q1ft lni=Ai Rfl 

i /cus— i f ,&i i oj /go— At oy i o /gi^i oo 


40D1 


• 1o21 


ZOoQ 




li- 

nS.oZIZ/ 


0 


4 
1 


putative IL-16 protein precursor, mRNA, comple 


71 C4 


678 


5065 


NM_00240U 


HS.8Z132 


0 


88 


interferon regulatory factor 4 (IRF4), mRNA / 


75G12 


3219 


5316 


U52682 


Hs.821 32 


0 


27 


lymphocyte specific interferon regulatory factor/in 


19366 


1118 


2682 


NM_006874 


Hs.82143 


1.00E-178 


3 


E74-like factor 2 (ets domain transcription fa 


147F6 


1484 


1951 


AK025643 


Hs.821 48 


0 


1 


FU21990 fis, clone HEP06386 /cds=(22,49 


155E4 


853 


1264 


M64992 


Hs.821 59 


0 


1 


prosomal protein P30-33K (pros-30) mRNA, complete 

CO 


COCC4 




A 4 A 

D14 


mm nno7{ict 
Ntvl_00Z7oo 




0 


0 


proteasome (prosome, macropaln) subunit, alp 


58A4 


• • All 

473 


1715 


tit* nncecc 


II- nnj7n 

HS.82173 


0 


3 


TGFB inducible early growth response (TIEG), m 


67E6 


7o4 


2109 


581439 


II. 004*71 

nS. 821 73 


0 


7 


EGR alpha=early growth response gene alpha 
















murnan, prosiaie 


593H2 


132 


722 


NM_000985 


Hs.82202 


0 


2 


ribosomal protein L17 (RPL17), mRNA /cds=(138, 


40H5 


283 


1442 


M37033 


Hs.82212 


0 


12 


CD53 glycoprotein mRNA, complete cds 
















/cds=(93J52)/ 


592C4 


1 


1442 


NM_000560 


Hs.82212 


0 


11 


CD53 antigen (CD53), mRNA /cds=(93,752) /gb=N 


40ULJ4 




4QJC 




ns.oZZZo 


4 nnc 4 an 
1 ,UUt- JDU 


4 
1 


glycoprotein (transmembrane) nmb (GPNMB), mR 


61A8 


507 


736 


AP045229 


HS.82280 


4 nnc 4 4 tt 


1 


regulator of G protein signaling 1 0 mRNA, compl 


45F7 


418 


651 


NM.002925 


HS.82280 


1.00E-119 


1 


regulator of G-protein signalling 1 0 (RGS1 0), 


49C2 


416 


1323 


NMJ)06417 


Hs.82316 


0 


7 


Interferon-induced, hepatitis C-assoclated 


41C11 


847 


1716 


X63717 


Hs.82359 


0 


2 


APO-1 cell surface antigen /cds=(220,122 


71 H4 


15 


1627 


NM_001781 


Hs.82401 


0 


21 


CD69 antigen (p60, early T-cell activation ant 


75B10 


9 


1627 


Z22576 


Hs.82401 


0 


33 


CD69 gene /cds=(81,680) /gb=Z22576 /gi=397938 / 


1 17B7 


A AAA 
1441 


4 C4 e 

1515 


NMJJ22059 


Hs.82407 


7.00E-28 


1 


CXC chemokine ligand 16 (CXCL16), mRNA/cds=(4 


110D6 


1219 


1721 


rtrWUOUOO 




n 
u 


4 

1 


Mrpz/o proiein complex suounii pio-Arc ^AKLr io) 


oyoriu 




14*7/ 


MM t\f\K74~f 


nS.oZ4Zt> 


n 
U 


5 


actin related protein 2/3 complex, subunit 5 ( 


QQAQ 

yy/\y 


004 
OZ. 1 


191A 
i £. l*t 


UZDU I O 




n 
U 


4 
1 


mRNA for KIAA0U39 gene, partial cds /cds=(D,l475)- 


183F6 


222 


2235 


NM_00163? 


Hs.82542 


0 


2 


/gb 

acyloxyacyl hydrolase (neutrophiO (AOAH), m 


459G4 


5196 


5801 


NMJJ03682 


Hs.82548 


0 


1 


MAP-kinase activating death domain (MADD), mR 


75A6 


301 


2231 


D85429 


Hs.82646 


0 


44 


heat shock protein 40, complete cds fc 


64A5 


300 


2008 


NM_006145 


Hs.82646 


0 


17 


heat shock 40kD protein 1 (HSPF1), mRNA /cds=(4 ■ 


50E5 


628 


2399 


AK025459 


Hs.82689 


0 


2 


FLJ21806 fis, clone HEP00829, highfy sim 


115C6 


23 


589 


NMJ)05087 


Hs.82712 


0 


1 


fragile X mental retardation, autosomal homo! 


105H10 


1017 


1429 


M61199 


Hs.82767 


0 


1 


cleavage signal 1 protein mRNA, complete cds 
















/cds=(97, 


461A11 


204 


748 


NM_006296 


Hs.82771 


0 


1 


vaccinia related kinase 2 (VRK2), mRNA /cds=(1 
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39B4 


1049 


1203 


M25393 


Hs.82829 


8.00E-83 


1 


protein tyrosine phosphatase (PTPase) mRNA, 
















complete 


590F5 


123 


436 


Kill rtrt^nio 

NMJ 002828 


Hs.82829 


1.00E-178 


1 


protein tyrosine phosphatase, non-receptor t 


517F10 


1038 


2618 . 


AK025583 


Hs.82845 


0 


9 


cDNA: FU21930 tls, done HEP04301, highly sim 


40B7 


972 


1933 


M25280 


Hs.82848 


0 


6 


lymph node homing receptor mRNA, complete cds 
















/cds=(11 


515B1 


1 


2322 


NM_000655 


Hs.82848 


0 


12 


selectin L (lymphocyte adhesion molecule 1) ( 


587A10 


190 


685 


NM_001344 


Hs.82890 


0 


1 


defender against cell death 1 (DAD1), mRNA /cd 


113G9 


1 


2812 


AF208850 


Hs.82911 


0 


7 


BM-008 mRNA, complete cds /cds=(34 1,844) /gb= 


127H6 


1828 


2501 


NMJJ03591 


Hs.82919 


0 


2 


cullin 2 (CUL2), mRNA /cds»{1 46,2383) /gb=NMJ> 


477E3 


931 


1777 


NMJ>06416 


Hs.82921 


0 


2 


solute carrier family 35 (CMP-sialic add tran 


184D2 


1355 


1773 


AL049795 


Hs.83004 


1.00E-164 


1 


DNA sequence from clone RP4-622L5 on 
















chromosome 1p34. 


41F10 


507 


774 ' 


D49950 


Hs.83077 


1.00E-150 


1 


for interferon-gamma Inducing factor(IGI 


482E7 


499 


774 


NMJ>01552 


Hs.83077 


5.00E-97 


1 


interieukin 18 (interteron-gamma-inducing f 


515C6 


111 


1162 


L38935 


Hs.83086 


1.00E-107 


2 


GT21 2 mRNA /cds= UN KNOWN /gb=L38935 
















/gi=100884 


479D3 


1775 


2028 


NM_001760 


Hs.83173 


1.00E-122 


1 


cydin D3 (CCND3), mRNA /cds=(1 65, 1043) /gb=N 


583H12 


945 


1655 


NMJ)12151 


Hs.83363 


0 


9 


coagulation factor Vlll-assodated (intronfe 


47B3 


2140 


3625 


M58603 


Hs.83428 


0 


13 


nuclear factor kappa-B DNA binding subunit (NF- 
















kappa- 


58G1 


2538 


3625 


NMJD03998 


Hs.83428 


0 


4 


nuctear factor of kappa light polypeptide gene 


477C8 


1628 


2131 


Z49995 


Hs.83465 


0 


1 


H.sapiens mRNA (non-coding; clone h2A) 
















/cds=UNKNOWN /gb=Z4 


587D10 


1576 


1900 


AF064839 


Hs.83530 


0 


2 


map 3p21; 3.15 cR from Wl-9324 region, complete 


516B9 


1662 


3296 


X59405 


Hs.83532 


0 


4 


H.sapiens, gene for Membrane cofactor protein 
















/cdS=UNKNOWN 


4CQAC 


ion 


3QA 
zyo 


MM CM7ARQ 


U« QOCC 4 

nS.ooool 


r .UUfc-4<£ 


4 

1 


mtcrofibrillar-associated protein 2 (MFAP2), 


591A12 


321 


1116 


NM_005731 


Hs. 83583 


0 


17 


actln related protein 2/3 complex, subunit 2 ( 


102C1 


554 


1127 


AK025198 


Hs.83623 


0 


1 


FU21545 fis, done COL06195 /cds=UNKNOW 


458C8 


1022 


1831 


NM_001619 


Hs.83636 


0 


1 


adrenergic, beta, receptor kinase 1 (ADRBK1), 


107G1 


303 


1008 


L20688 


Hs.83656 


0 


4 


GDP-d tssociation inhibitor orotein l\ v-finn mRNA r 


597F8 


293 


1180 


NM_001175 


Hs.83656 


0 


55 


Rho GDPdissodation inhibitor (GDI) beta (AR 


591 G5 


1 


216 


NM_003142 


HS.83715 


1.00E-108 


3 


Sjogren syndrome antigen B (autoantlgen La) ( 


184H9 


240 


392 


X69804 


Hs.83715 


4.00E-77 


2 


for La/SS-B protein /cds=UNKNOWN /gb=X69804 


193C10 


1 


1605 


BC000957 


Hs.83724 


1.00E-154 


4 


Similar to hypothetical protein MNCb-2146, c 


4QA2 


1101 


1294" 


U90904 


Hs.83724 


1.00E-72 


1 


clone 23773 mRNA sequence /cds=UNKNOWN 
















/gb=U90904/g 


57H2 


191 


422 


NM_001827 


Hs.83758 


1.00E-126 


1 


CDC28 protein kinase 2 (CKS2), mRNA /cds=(95,33 


60E10 


191 


422 


X54942 


Hs.83758 


1.00E-129 


1 


ckshs2 mRNA for Cks1 protein homologue /cds={95,3 


164F5 


1896 


2293 


NM_016325 


Hs.83761 


0 


1 


zinc finger protein 274 (2NF274), mRNA /cds=(4 


463E6 


555 


1128 


lira r%f\rv^r\A 

NM_0Q0791 


Hs. 83765 


0 


1 


dihydrofolate redudase (DHFR), mRNA/cds=(47 


194F8 


1806 


2223 


NMJ502199 


Hs.83795 


1.Q0E-161 


1 


Interferon regulatory factor 2 (IRF2), mRNA / 


520D11 


180 


1229 


NM.000365 


Hs.83848 


0 


5 


triosephosphate isomerase 1 (TPM), mRNA /cds 


168B6 


530 


891 


U47924 


H3.83848 


0 


1 


chromosome 12p13 sequence /cds=(373,1122) 
















/gb=U4792 


331E11 


2591 


3485 


NM_000480 


Hs.83918 


0 


8 


adenosine monophosphate deaminase (isoform E 




125 


/no 
409 


NiVMJOvoSo 


I I- ftqn JO 

HS.83942 


1 .O0E-1 08 


1 


cathepsin K (pycnodysostosis) (CTSK), mRNA/ 


185H2 


2501 


2690 


nmjh>0195 


Hs.83951 


3.0QE-85 


1 


Hermansky-Pudlak syndrome (HPS), mRNA /cds=(2 


99D2 


977 


1191 


NMJ>19006 


Hs.83954 


1.00E-97 


1 


protein associated with PRK1 (AWP1), mRNA /cds 


167D5 


2275 


2755 


NM_000211 


Hs.83968 


0 


4 


integrin, beta 2 (antigen CD18 (p95) t lymphocyt 


524B2 


262 


575 


BF028896 


Hs.83992 


1.00E-155 


1 


601 765270F1 cDNA, 5' end /done=IMAGE:3997576 


523B2 


688 


1065 


NM_015937 


Hs.84038 


0 


1 


CGMJ6 protein (LOC51604), mRNA /cds=(6, 1730) 


102F1 


951 


1416 


M63180 


Hs.84131 


0 


1 


threonyHRNA synthetase mRNA, complete cds 
















/cds=(13 


589D5 


663 


1700 


NMJ)06400 


Hs.84153 


0 


3 


dynactin 2 (p50) (DCTN2), mRNA /cds=(136,1356) 



238 



WO 02/057414 PCT/USO 1/4 7856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



108F6 


448 


704 


U70439 


Hs.84264 


1.G0E-117 


1 


sliver-statnable protein SSP29 mRNA, complete cds / 


146D6 


1022 


1253 


K01 144 


Hs.84298 


6.00E-95 


2 


major histocompatibility class II antigen gamma chain 


188B10 


823 


1302 


NM_0Q4355 


Hs. 64298 


0 


1 


CD74 antigen (invariant polypeptide of major 


175D2 


1060 


1479 


M63488 


Hs.84318 


1.00E-158 


1 


replication protein A 70kDa subunit mRNA complete 
cds 


115F4 


2305 


2393 


NM_002945 


Hs.84318 


2.0QE-43 


1 


replication protein A1 (70kD) (RPA1), mRNA /cd 


595H4 


5400 


5649 


NM.004239 


H3.85092 


1.00E-131 


1 


thyroid hormone receptor interactor 1 1 (7RIP1 


106F1 


493 


1371 


NM_017491 


Hs.85100 


0 


3 


WD repeat domain 1 (WDR1), transcript variant 1 


40C10 


438 


880 


X57025 


Hs.85112 


0 


1 


IGF-I mRNA for insulin-like growth factor 1 /cds=(166, 


44C5 


2247 


2430 


AF017257 


Hs.85146 


5.00E-89 


1 


chromosome 21 derived BAC containing erythrobl 


45D4 


1962 


3324 


X79067 


Hs.85155 


0 


6 


H.sapiens ERF-1 mRNA 3' end /cds=UNKNOWN 
















/gb=A7grj67 /g 1=4 83 


591 B9 


2378 


2603 


NM_002880 


Hs.85181 


1.00E-109 


1 


v-raM murine leukemia viral oncogene homolo 


39E2 


67 


2493 


X76488 


Hs.85226 


0 


3 


lysosomal acid lipase /cds=(1 45,1344) / 


62H12 


1249 


1975 


M12824 


Hs.85258 


0 


3 


T-cell differentiation antigen Leu-2/T8 mRNA. partia 


Anna 


nOUO 


**ooo 


VMC07 


ns.oozoo 


VJ 


A 
1 


imegnn oeta 4 /cos = UNi\NOWN /gb = X53587 /gi = 


40c n 


4 BOI 
1903 


£bo3 




II _ QOQft 


0 


1 


CD34=glycoprotein expressed in lymphohematopoietic 


135A2 


121 


695 


RC 00 1646 


He 85301 


0 


Mm 


proge 

eigne ivi^t^.zo?^, mrsWH, complete cos /cos— \yo4, 


459H4 


33 


244 


AK027067 


Hs.85567 


2.00E-90 


1 


cDNA: FU23414 fis, clone HEP20704 /cds=(37,10 


479A4 


5556 


5974 


AB040974 


Hs.85752 


1.00E-171 


1 


mRNA for KIAA1541 protein, partial cds /cds=(9 


146G3 


4 C4 A 
1610 


2062 


AL049796 


Hs, 85769 


0 


1 


DNA sequence from clone RP4-561L24 on 
















chromosome 1p22 


463H11 


871 


1153 


NMJJQ6546 


HS.86088 


5.00E-83 


1 


IGF-ll mRNA-binding protein 1 (IMP-1), mRNA/ 


480A12 


2 


165 


NM_004876 


Hs.86371 


7.00E-84 


1 


zinc finger protein 254 (ZNF254), mRNA/cds=(1 


192F7 


2854 


3462 


AF198614 


Hs.86386 


0 


3 


McM (MCL-1) and McM delta S/TM (MCL-1) gene 


459G3 


12 


577 


AL049340 


Hs.86405 


0 


1 


mRNA; cDNA DKFZp564P056 (from clone 
















DKFZp564P0 


46QE4 


2361 


2787 


NA/L000161 


HS. 85724 


0 


2 


GTP cyclohydrolase 1 (dopa-responsive dystoni 


62F9 


834 


1282 


M60724 


Hs.86858 


0 


1 


p70 ribosomai S6 kinase atpha~l mRNA, complete cds 
/cd 


187E7 


84 


766 


NM_001695 


Hs. 86905 


0 


1 


ATPase, H+ transporting, lysosomal (vacuolar 


159D4 


315 


559 


J 03798 


Hs.86948 


1.00E-113 


1 


autoantigen small nuclear ribonucleoprotein Sm-D mR 


459F9 


1557 


1619 


NM_006938 


Hs.86948 


2.00E-25 


1 


small nuclear ribonucleoprotein D1 polypeptid 


480G11 


87 


603 


BG166139 


Hs.87113 


0 


1 


602341 526F1 cDNA, 5' end /clone=IMAGE:4449343 


41 D6 


2208 


2320 


M35999 


Hs.87149 


4.00E-39 


1 


platelet glycoprotein ilia (GPIIIa) mRNA, complete c 


462H1 1 


387 


648 


NM_OO3806 


Hs.87247 


1.00E-133 


1 


harakiri, BCL2-interacting protein (contains 


99D7 


614 


5517 


NM_003246 


Hs.87409 


0 


62 


thrombosDondin 1 (THBS1 1 mRNA /cds=f 1 1 1 3623 


39B8 


2130 


5517 


X14787 


Hs.87409 


0 


33 


thrombospondin /cds=(1 1 1 ,3623) /gb=X14787 


525A2 


329 


560 


NM_007047 


Hs.87497 


1.00E-129 


2 


butyrophifin, subfamily 3, member A2 (BTN3A2) 


583F2 


3303 


3622 


D63876 


Hs.87726 


1.00E-155 


1 


mRNA for KIAA0154 gene, partial cds /cds=(0,2080) 


184D7 


2211 


2556 


M34181 


H s. 87773 


1.00E-165 


1 


/gb 

testis-specific cAMP-dependent protein kinase catal 


460A4 


499 


1074 


AL1 17637 


Hs:87794 


0 


1 


mRNA; cDNA DKFZp434l225 (from done 
















DKFZp434l2 


459G2 


258 


452 


AW967701 


Hs.87912 


8.00E-88 


1 


EST379776 cDNA /gb=AW987701 /gi=81 57540 /ug= 


74H7 


1660 


2397 


AK026960 


Hs.88044 


0 


9 


FU23307 fis, clone HEP11549, highly sim 


463D12 


351 


568 


AI184553 


Hs.88130 


1.00E-118 


1 


qd60a05.x1 cDNA, 3' end /clone=IMAGE: 1 733840 


595B1 


309 


986 


NM.003454 


Hs.88219 


0 


1 


zinc finger protein 200 (ZNF200), mRNA/cds=(2 


458D3 


1018 


1285 


NM_000487 


Hs.88251 


6.00E-74 


1 


arylsulfatase A (ARSA), mRNA /cds=(375, 1898) 


462F4 


4272 


4846 


AJ271878 


Hs.88414 


0 


1 


mRNA for putative transcription factor (BACH2 


460B12 


1267 


2022 


NM_006800 


Hs.88764 


0 


3 


male-specific lethal-3 (Drosophila)-liks 1 
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461 A4 


2039 


2421 


AL161659 


Hs. 88820 


0 


1 


DNA sequence from clone RP1 1-526K24 on 
















chromosome 20 








rNrvi_UUUOy / 




1 .UUC-l 00 


4 

1 


cytochrome b-245, beta polypeptide (chronic g 


459G9 


790 


1160 


NM_006228 


Hs.89040 


1.00E-145 


1 


prepronodceptln (PNOC), rnRNA /cds=(21 1,741) 


70H12 


1 


661 


AV716500 


Hs.89104 


0 


274 


AV716500 cDNA, 5* end /clone=DCBAKA08 /done_ 


469H5 


1620 


2142 


AB040961 


Hs.89135 


0 


1 


mRNA for KIAA1528 protein, partial cds /cds=(4 


176G6 


2069 


2501 


D83243 


H3.89385 


0 


1 


NPAT mRNA, complete cds /cds=(66,4349) 
















/gb=D83243 /g 


592B10 


3703 


3936 


NM_002519 


Hs. 89385 


1.00E-130 


1 


nuclear protein, ataxia-telangiectasia locu 


120B7 


337 


630 


NM_005176 


Hs.89399 


1.00E-114 


1 


ATP synthase, H*- transporting, mitochondrial 


39D2 


370 


1892 


AF1 47204 


Hs.89414 


0 


68 


chemoklne receptor CXCR4-Lo (CXCR4) mRNA, alt 


99H4 


7 


1625 


NMJD03467 


Hs.89414 


0 


137 


chemokine (C-X-C motif), receptor 4 (fusin) (C 


106D2 


2 


266 


U03644 


HS.89421 


1.00E-143 


1 


recepin mRNA, complete cds /cds=(32J387) 
















/gb=U 03644 


41 F5 


1203 


1522 


M16336 


HS.89476 


1.00E-170 


1 


T-cell surface antigen CD2 (T11) mRNA, complete 
cds, c 


463A3 


876 


1025 


NM_000698 


Hs.89499 


1.00E-79 


1 


arachfdonate 5-lipoxygenase (ALOX5), mRNA /c 


47D12 


1198 


4887 


AB028969 


Hs.89519 


0 


2 


for KIAA1 046 protein, complete cds /cds=( 


498G2 


4420 


5265 


NMJ)14928 


Hs.89519 


0 


2 


KIAA1046 protein (KIAA1046), mRNA /cds=(577,1 


589G3 


598 


689 


NM_002796 


Hs.89545 


4.00E-45 


2 


proteasome (prosome, macropain) subunit, bet 


331 B1 


699 


788 


S71381 


Hs.89545 


1.00E-41 


1 


prosome beta-subunit=multicatalytic proteinase 
















complex 


110A2 


1403 


1739 


AK026432 


Hs.89555 


1.00E-177 


1 


FLJ22779fis, clone KAIA1741 /cds=(234,1 


118E4 


780 


1672 


NMJJ02110 


Hs.89555 


0 


5 


hemopoietic cell kinase (HCK), mRNA/cds=(168, 


41 B8 


570 


1166 


M89957 


Hs.89575 


0 


1 


Immunoglobulin superfamQy member B ceD receptor 

CO 


44A11 


OCC"7 

door 




L2Q814 


HS.o9oo2 


4 nnc 4 4 c 

LOue-lio 


1 


glutamate receptor 2 (HBGR2) mRNA, complete cds 
/cds s ( 


191G11 


309 


596 


MM 006284 


He 89857 


1 00E-162 


1 1 


TATA hnv hlnriinn nrntatn i 1 UPLaccnnatoH 


72G5 


1172 


1575 


AX023367 


Hs 89879 


o 


38 


Oc^UcillO JO llUill rUtcfll VVV/UUUOOU9 


71B12 


40 


559 


mm 000586 


Hq 89679 


o 


13 


intprlPiiWin 7 i\\ 7\ rnRMA /rric=M7 lr\W~ M 


179G12 


158 


737 




Hs 89690 


o 


•j 


uyiuKino \\3rw/-ydiiiriid^ ii irMVA, wjrnpiBie cos 






1146 


MM n09QQd 


H« 8Q714 


n 


47 

1 1 


smau inoucfDie cyiOKine suDiarntiy d \uys-A-v/y 


182G10 


681 


1146 


X78686 


Hs 89714 


o 


7 


FNA-78 mRNA /ed^=Mnfi ^m /nhrrY7RRRR /ni=^4710/4 


191 C6 


617 


1597 


NMJ)21950 


Hs.89751 


0 


2 


membrane-spanning 4-domains, subfamily A, m 


40H3 


1347 


1597 


X07203 


He flQ7*»1 


3 OQE-71 




ou/u reucpiur ^o/ ^ /cos— ^yu,yoo^ /gD-*AUr/uo 


458H2 


3524 


4331 


NM 002024 


Hs 89764 


0 


2 


frflnilf^ X mental r^tflrHfltlnn 1 SFMR1\ mRKIA /r* 


40F6 


1665 


2210 


D38081 


Hs.89887 


0 


1 


thromboxane A2 receptor, complete cds /cds=(9 


473E1 


578 


956 


AL515381 


Hs.89986 


1.00E-172 


1 


AL515381 cDNA /clone=CL0BB0172H06-(3-prime) 


126A12 


770 


982 


AL558028 


Hs.90035 


1.00E-102 


1 


AL558028 cDNA /clone=CS0DJ002YF02-<5-prime) 


183E12 


2203 


2814 


NMJJ01316 


Hs.90073 


0 


1 


chromosome segregation 1 (yeast homologHika 


145H12 


1602 


1811 


AK026766 


Hs.90077 


1.00E-113 


2 


FLJ231 13 fis, clone LNG07875, highly sim 


62C2 


1472 


2610 


AB023420 


Hs.90093 


0 


2 


for heat shock, protein apg-2, complete cds 


46H6 


3172 


3411 


D26488 


Hs.90315 


6.00E-86 


1 


mRNA for KIAA0007 gene, partial cds /cds=(0^062) 
/gb 


n ceo 


1 DO/ 


omfi 


Hr\UZDoUU 




4 nnc 44a 


1 


cDNA. PLJ2Z147 ns, clone HEP22163, highly sim 


525no 


b 


1^01 


NIVI_0042d1 


Li _ onene 


0 


2 


.15 kDa selenoprotein (SEP15), mRNA /cds=(4,492 


■» Q/inB 
1O4U0 


£.01 


Our 


DC00OOU4 


nS.yUoo4 


i.UUC-46 


2 


60i514033ri cDNA, 5 end /ctone=irviAGE:3915177 


99D4 


1948 


4309 


D50918 


Hs.90998 


0 


5 


mRNA for KIAA0128 gene, partial cds /cds=(0,1276) 


72B9 


571 


1312 


AK026954 


Hs.91065 


0 


1 


/gb 

FLJ23301 fis, done HEP1 1 1 20 /cds=(2,1 88 


586H8 


189 


478 


NM_000987 


Hs.91379 


2.00E-83 


1 


ribosomal protein L26 (RPL26), mRNA /cds=(6,44 


160A12 


1 


132 


X69392 


Hs.91379 


4.Q0E-69 


5 


ribosomal protein L26 /cds=(6,443) /gb= 


331 H4 


1632 


2166 


AK027210 


Hs.91448 


0 


1 


FU23557 fis, done LNG08686, highly sim 


473E6 


915 


1390 


NM_004556 


Hs.91640 


0 


2 


nuclear factor of kappa light polypeptide gene 


69E4 


673 


1328 


AB007956 


Hs.92381 


1.00E-122 


2 


mRNA, chromosome 1 specific transcript KIAA04 


182F10 


117 


781 


AF070523 


Hs.92384 


0 


1 


JWA protein mRNA, complete cds /cds=(1 15,681) 


585F10 


77 


1890 


NM_006407 


Hs.92384 


0 


13 


vitamin A responsive; cytoskeleton related (J 
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469G3 


2061 


2293 


AK025683 


Hs.92414 


1.00E-110 


1 


CDNA: FLJ22030 lis, clone HEP08669 /cds=UNKNOW 


472H4 


247 


671 . 


AW978555 


Hs.92448 


0 


1 


EST390664 cDNA /gb=AW978555 /gi=8169822 /ug= 


193F11 


2051 


4721 


NMJJ03103 


Hs.92909 


0 


3 


SON DNA binding protein (SON), mRNA /cds=(414,4 


37E7 


1287 


1805 


AK002059 


Hs.92918 


0 


1 


FU11197 fis, clone PLACE1007690 /cds={37 


111D7 


244 


596 


NM.016623 


Hs.92918 


1.00E-166 


1 


hypothetica! protein (BM-009), mRNA /cds=(385 


41B10 


1216 


1530 


U24577 


Hs.93304 


1.00E-173 


1 


IDL-phospholipase A2 mRNA, complete cds 
















/cds=(216,15 


48B4 . 


• 76 


723 


NM.001417 


Hs.93379 


0 


5 


eukaryotic translation initiation factor 4B 


39F8 


76 


876 


X55733 


Hs.93379 


0 


1 


initiation factor 4B cDNA /cds=f0 1 835> /ab=>X557 


471 BIO 


660 


886 


NMJ507020 


Hs.93502 


1.00E-125 


1 


Ul-snRNP binding protein homolog (70kD) (U1SN 


467A3 


1189 


1284 


X91348 


Hs.93522 


3.00E-36 


1 


H.sapiens predicted non coding cDNA (DGCR5) 
















/cds=UNKNOWN / 


461 B5 


652 


874 


NM.003367 


Hs.93649 


1.00E-104 


1 


upstream transcription factor 2, c~fos inters 


62B8 


1386 


1739 


J05016 


Hs.93659 


1.00E-170 


1 


(clone pA3) protein disulfide isomerase related prote 


461 E7 


1931 


2066 


NM_00491 1 


Hs.93659 


1.00E-65 


1 


protein disulfide isomerase related protein ( 


458G1 1 


2423 


3161 


AB040959 


Hs.93836 


0 


1 


mRNA for KIAA1526 protein, partial cds /cds=(0 


104E3 


516 


981 


. AK000967 


HS.93B72 


0 


1 


FU10105 fis, done HEMBA1002542 /cds=UN 


41 B6 


87 


846 


X04430 


Hs.93913 


0 


2 


IFN-beta 2a mRNA for interferbn-beta-2 /cds=(86,724) 


179H7 


1610 


1682 


AF009746 


Hs.94395 


9.00E-34 


1 


peroxisomal membrane protein 69 (PMP69) mRNA, 


470G3 


74 


493 


NMJ)07221 


Hs.94446 


0 


1 




472A5 


2325 


2429 


AK022267 


Hs.94576 


2.00E-48 


1 


cDNA FU12205 fis, clone MAMMA1 000931 
















/cdssUNK 


459C9 


5356 


6120 


NMJ)Q6421 


Hs.94631 


0 


3 


brefeldin A-inhibited guanine nucleotide-exc 


465F8 


3580 


4049 


NM_015125 


Hs.94970 


0 


1 


KIAA0306 protein (KIAA0306), mRNA /cds=(0,436 


57B9 


4145 


4379 


NMJ505109 


Hs.95220 


1.00E-126 


1 


oxidative-stress responsive 1 (OSR1), mRNA /c 


160D6- 


30 


480 


X01451 


Hs.95327 


0 


2 


gene for 20K T3 glycoprotein (T3-delta-chain) of T-c 




• l 


*» TO 


DrlU/UlU 




l.OOc-175 


2 


601824367F1 cDNA, 5 end /clone=lMAGE:4043920 


593E11 


, 24 


273 


BG291649 


Hs.95835 


1.00E-79 


10 


602385778F1 cDNA, 5' end /cione=IMAGE:4514827 


41 H2 


1011. 


.1306 . 


M 28 170 


Hs.96023 


1.00E-114 


1 


cell surface protein CD19 (CD19>gene, complete cds 
/c 


149G8 


213 


435 


BF222826 


Hs.96487 


1.00E-119 


2 


7q23f06.x1 /clone=llvtAGE /gb=BF222826 /g 


101G7 


2266 


3173 


AL1 33227 


Hs.96560 


0 


2 


DNA sequence from clone RP1 1-39402 on 
















chromosome 20 C 


103E6 


2840 


3451 


BC000143 


Hs. 96560 


0 


1 


Similar to hypothetical protein FU11656, cl 


107G5 


226 


2349 


BF673956 


Hs.96566 


7.00E-24 


1 


602137338F1 cDNA, 5* end /clone=IMAGE:4274048 


461A12 


3602 


4135 


AB014555 


Hs.96731 


0 


2 


mRNA for KIAA0655 protein, partial cds /cds=(0 


595AB 


82 


1571 


NMJ300734. 


Hs.97087 


1.00E-147 


10 


CD3Z antigen, zeta polypeptide 0TT3 complex) 


479H8 


883 


1378 


NM_014373 


Hs.97101 


0 


3 


putative.G protein-coupled receptor (GPCR150) 


466D12 


2001 


5732 


NMJ)12072 


Hs.97199 


0 


2 


complement component C1q receptor (C1QR), mRN 




1 Oj3 


OQQO 


NM_ UUZ99O 


nS.y/ ^Uo 


0 


2 


small inducible cytokine subfamily A (Cys-Cys) 


10QFQ 


9AR0 


OOoO 




Me Q7AV7 

ns.gr for 


0 


A 
1 


centriole associated protein CEP110 mRNA, com 


459H5 


9 


230 


BF438062 


Hs.97896 


1.00E-116 


1 


7q66e08.x1 CDNA /clone=IMAGE /gb=BF438062 /g 


473A4 


871 


1327 


NMJJ07015 


Hs.97932 


0 


1 


chondromodulin I precursor (CHM-I), mRNA /cds 


466E9 


1408 


1808 


AL442083 


Hs.98026 


1.00E-172 


2 


mRNA; cDNA DKF2p547D144 (from clone 
















DKFZp547D1 


460E3 


1290 


1687 


AF038564 


Hs.98074 


0 


1 


atrophin-1 interacting protein 4 (AIP4) mRNA, 


462E6 


103 


642 


• NM_016440 


Hs.98289 


0 


1 


VRK3 for vaccinia related kinase 3 (LOC51231), 


460B8 


114 


546 


AA418743 


Hs.98306 


1.00E-178 


1 


zv98fD6.s1 cDNA, 3* end /clone=IMAGE:767843 / 


124A8 


1 


157 


NMJJ19044 


Hs.98324 


2.00E-69 


1 


hypothetical protein (FU10996), mRNA /cds=( 


71B10 


79 


520 


AI761058 


Hs.98531 


1.00E-112 


34 


Wi69b03.x1 cDNA, 3' end /clone=IMAGE:2398541 


49F1 


36 


435 


AA913840 


Hs.98903 


0 


1 


0l39d11.s1 cDNA, 3' end /clone=IMAGE: 1525845 
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462F6 


61 


201 


ACQ 06276 


HS.99D93 


Z.UUfc-/** 


4 
1 


chromosome 19, cosmid R28379 /cds=(0,633) /gb 


473A2 


47 


475 


BE326857 


Hs.99237 


0 


1 


hr65h06.x1 cDNA, 3' end /clone=IMAGE: 31 33403 


59908 


1468 


1748 


NM_005825 


HS.99491 


1.00E-132 


1 


RAS guanyl releasing protein 2 (catclum and OA 


459F8 


300 


541 


AW444899 


Hs.99565 


1.00E-123 


1 


UI-H-Bl3-ajz-d-07-0-Ul.s1 cDNA, 3' end /don 




3 


141 


AL 049319 


Hs 99821 


2.00E-58 


1 




165H8 


1176 


1930 


NM 015400 


Hs.99843 


0 


2 


DKFZP586N0721 protein (DKFZP586N0721), mRNA 


188C9 


543 


998 


NM_001438 


Hs.99853 


0 


2 


fibrillarin (FBL), mRNA /cds=(59.1024) /gb=N 


37H2 


759 


2017 


AC018755 


Hs.99855 


0 


4 


chromosome 19, BAC BC330783 (CIT-HSPC_470E3), 


127H3 


758 


2183 


NMJ001462 


Hs,99855 


0 


5 


formyl peptide receptor-tike 1 (FPRL1), mRNA 


62F2 


1 


642 


BF315159 


Hs.99858 


0 


6 


601899519F1 cDNA, 5' end /done=IMAGE:4 128749 


599A7 


26 


838 


NM_000972 


Hs.99858 


0 


11 


ribosomaJ protein L7a (RPL7A), mRNA /cds=(31 ,8 


167B3 


1994 


2101 


ABQ32251 


Hs 99872 


2.00E-37 


1 


d~ i r mrviw iui uiuiuuuut imiJi r pil* linger transcnpi 


41 G8 


461 


751 


L08096 


Hs.99899 


1.00E-161 


1 


CD27 ligand mRNA, complete cds/cds=(1 50,731) 
















/gb=L08 


479C10 


327 


738 


NMJHJ1252 


Hs.99899 


0 


1 


tumor necrosis factor (ligand) superfamily, m 


36D8 


1180 


2315 


AL 162047 


H 3. 999 08 


0 


7 


cDNA DKFZp762E1 1 1 2 (from done DKFZp762E 


593E2 


62 


435 


NM_000983 


Hs.99914 


1.00E-145 


1 


ribosoma! protein L22 (RPL22), mRNA /cds=(51,4 


478C8 


48 


311 


NM_000023 


Hs.99931 


1.00E-112 


1 


sarcoglycan, alpha (50kD dystrophin-associat 


61A1 


827 


1053 


S62140 


Hs.99969 


1.00E-126 


1 


TLS=translocated In liposarcoma [human, mRNA, 
















lo<c4 ntj /CO 


4UC/ 


y/ 1 


1 f ^4 


YCQQ1 O 


Hs. 99995 


0 


A 
1 


IWMVKs mKiMA /CaS-(o,lOO t ) /gD = Xoyol 9 /gi— 32627 


116F8 


109 


376 


IM1VL002964 


Hs.100000 1.00E-123 


5 


S100 calcium-binding protein A8 (caigranulin 


121F4 


30 


540 • 


kill t\f\Ar>r\e\ 

NM_001629 


Hs.100194 1.00E-118 


7 


arachidonate 5-lipoxygenase-activating pro 


46G10 


5175 


5624 


ill 1 AnOCAC 

NM_003605 


Hs.100293 0 


2 


O-llnked N-acetylglucosamine (GlcNAc) transf 


49E4 


1279 


2585 


NM_006773 


Hs.100555 0 


4 


DEAD/H (Asp-GiUnAla-Asp/His) box polypeptide 


61E1 


1279 


1767 


X98743 


Hs.100555 0 


2 


RNA helicase (Myc-regulated dead box pro 


460A10 


824 


1321 


NM_018099 


Hs.100895 0 


1 


hypothetical protein FU10462 (FLJ10462), mR 


458F1 


*1 


303 


R18757 


Hs.100896 1.00E-157 


1 


yg17e04.r1 cDNA, 5 1 end /done=IMAGE: 32522 /c 


64B8 


2062 


2711 . 


AB007859 


HS.100955 0 


1 


mRNA for KIAA0399 protein, partial cds /cds=(0, 


515H6 


131 


201 


NM_001207 


Hs.101025 6.00E-33 


1 


basic transcription fador 3 (BTF3), mRNA /cd 


472H12 


10 


358 


AW988686 


Hs.101340 0 


1 


EST380762 cDNA /gb=AW968686 /gi=81 58527 /ug= 


99G6 


2427 


4860 


AB002384 


Hs.1 01 359 0 


9 


mRNA for KIAA0386 gene, complete cds 
















/cds=(1 77,3383) 


62E12 ' 


193 


573 ' 


AI936516 


Hs.101370 1.00E-100 


6 


Wd28h07.x1 cDNA, 3' end /done=IMAGE:2329501 


493B9 


3 


636 


AL583391 


Hs.101370 0 


3 


AL583391 cDNA /done=CS0DL012YA12-/3-nrime} 


117D4 


2812 


2966 


NM_006291 


Hs.101382 7.00E-79 


1 


tumor necrosis factor, alpha-induced protein 


462A9 


382 


620 


BC000764 


Hs.101514 1.00E-133 


1 


hypothetical protein FU 10342, clone MGC:27 


193G3 


3368 


3659 


AL1 39349 


Hs.102178 3.00E-88 . 


1 


DNA sequence from done RP1 1-261 P9 on 
















chromosome 20. 


62H5 


3035 


4257 


AF1 93339 


Hs.1 02506 0 


5 


eukaryotic translation initiation factor 2 a 


46E2 


3223 


4023 


NM.004836 


Hs.102506 0 


2 


eukaryotic translation initiation factor 2-a 


460C4 


151 


635 


AW978361 


Hs.102630 0 


2 


EST390470 cDNA /gb=AW978361 /gt=81 69626 /ug= 


58E4 


1 


321 


BF970875 


Hs.1 0264? 1.00E-1 77 


2 


602271 536F1 cDNA, 5* end /done=IMAGE:4359609 


189G9 


5473 


6137 


NMJ)18489 


Hs.102652 0 


2 


hypothetical protein ASH1 (ASH1), mRNA/cds=( 


111H5 


3043 


3331 


AK000354 


Hs.102669 1.00E-125 


1 


cDNA FU20347 fis, done HEP13790/cds=(708,14 


465B8 


27 


348 


AI707589 


HS.102793 1.00E-164 


1 


as30b05.x1 cDNA, 3' end /done=IMAGE:2318673 


126G11 


1069 


1431 


NM_016128 


Hs.102950 0 


2 


coat protein gamma-cop (LOC51137), mRNA /cds= 


165H5 


326 


564 


BF698884 


Hs.103180 4.00E-71 


1 


602126455F1 cDNA, 5* end /done=IMAGE:4283340 


108H6 


2135 


2505 


AB023187 


Hs.103329 1.00E-59 


1 


for KIAA0970 protein, complete cds /cds=( 


521 C9 


1440 


1962 


AL 136885 


Hs.1 03378 0 


2 


mRNA; cDNA DKFZp434P116 (from done 



DKFZD434P1 
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458C9 


3876 


4415 


AF254411 


Hs. 103521 0 


1 


ser/arg-rich pre-mRNA splicing factor SR-A1 ( 


99F6 


. 349 


767 


NM_018623 


HS.103657 0 


5 


hypothetical protein PR02219 (PR02219), mRNA 


162G11 


1745 


2161 


AF1 17829 


Hs 103755 1 00E-151 


1 


8a21 3' RICK aenp /rrle=/994 1A4A^ /nh=AP117fi9 


1 OOO 1 


1757 


two 


mm 004501 


Hs 103804 0 


2 


hplprnnpripnile mirlpnr rihnni irlwinrntoln 11 / 


470P7 
h r or / 


oo 


^09 


INIVI UttUJO 


Hs 103834 1 00E-137 

I )D> 1 UOOun 1 tvvu 1 Of 


1 


hvnnHipHwil nrnfnin MRPRR7R fMHPRR7R\ mRMA 
nyjjuu iciicdi pioiaiii ivioVjOOio ^ivioooo/o/, mrviM/A 


HO\Jf\ 1 1 


996 

tto 


96A 


DOUOO / Ot 


nS. IOO?Ot J.UUL ts 


1 
i 


R09301101P1 rHMA R' anrl /zinnia— 1MAfiP-AAn9AftA 

outou 1 luin cuixA, o enu /clone— itviMot.H^u^4oo 


522H7 


2157 


2397 


NM_006342 


Hs. 10401 9 1.00E-132 


1 


transforminc. acidic coilsd-coil containina 


39 E5 


1007 


2535 


1.121 68 


Hs. 1041 25 0 


10 


adenvtvl cvdase-associated nrotein fCAP^ mRM 


98C11 


1023 


2558 


NM_006367 


Hs. 1041 25 0 


29 


adenvtvl cvdase-associated orotein fCAP^ m 


461 B2 


88 


221 


AW968823 


Hs. 1041 57 1.00E-38 


1 


EST380899 cDNA /gb=AW968823 /gi=81 58664 /ug= 


110A4 


4010 


4306 


AB023143 


Hs 104305 1 00E-125 


1 


for KIAA0926 nrotein com n let q cds /ale=f 


122H5 


4634 


5232 


NM 014922 


Hs. 104305 0 


2 


KJAA0926 orotein H<IAA0926^ mRNA /cdess/599 4 


105C2 


1817 


2174 


AB020669 


Hs. 10431 5 0 


1 


for K1AA0862 Droteln comolete cds /cds=f 


37G4 


1321 


2886 


AF01 6495 


Hs. 104624 0 


46 


small solute channel 1 (SSC1) mRNA, complete cd 


9804 


1578 


2946 


NM_02O98O 


Hs. 104624 0 


71 


aquaporin 9 (AQP9), mRNA /cds=(286,1 173) /gb 53 


45BE6 


1007 


1399 


NM_015898 


Hs.1 04640 0 


1 


HIV-1 Inducer of short transcripts binding pro 


462C11 


1037 


1532 


NM_018492 


Hs.1 04741 0 


1 


PDZ-binding kinase; T-cell originated protein 


118G4 


1940 


2513 


BH 007538 


Hs 104879 0 


2 


eprinp for rvetplnp^ nmtolnaeo Inhfhitnr f* 




i 
i 


61ft 


Rf5O**5120 

DUVOo 1 t O 


Ur 1041*93 0 
FIS. IO*r05»0 u 


4 


6n9^94fi1RP1 rDNA 5' f»nH /HnnnszIMAf^P'AAI'^nQQ 


112G4 


3421 


3933 


NMJ)03533 


Hs.104925 0 


2 


ectodermat-neural cortex (with BTB-like doma 


HOUCt 


1fi 
ID 




AIA7QfY75 


He 10AQA6 0 
no. i o*tS7«o w 




inioonoi.Ai vuivi, o cnu /done— nviMvoct 100 ito 


noirv* 




1 r Ol 


NM O9O07Q 
P4lVl_JJtUo f o 


He 10*1(1 S9 1 nnP.iAA 




aHantnr nrntain lutth ntar^etrtn hnmnlnmi on*4 

audpiui proitsiii wiui picvKSuin nomoiugy enu 




to 1 




IN I VI U IQJj I 


He 105916 1 00P-77 
ns, iliac io iiUuc*!/ 




hvnnffiAfir^l nmtain PI I1119R/PI 11119^ mR 
i lypuu lULiudi piuiom rw i i ito \~lo i i i toy, mr% 


461 Rfi 

*rO 1 DO 


fM 


489 


AA4AQ997 


Hs 105230 0 
n9i i ootou o 


1 


aa57f07 si cDMA 3 1 end /dnnp=IMA<*^F ft95nfi1 / 


462 D5 


1735 


2129 


Kirwi 0153Q3 


Hs 1 05460 0 
no. i ujtvu u 




DKF2P564O0823 nrotein fDICFZP5SAn0893^ mRNA 


465H7 


1 


624 


NWL.0177B0 


Hs.1 05461 0 


1 


hypotheticai protein FLJ20357 (FLJ20357), mR 


471 F3 


819 


1126 


AY007243 


Hs.1 05484 1.00E-160 


1 


regenerating gene type IV mRNA, complete cds / 


473C1 


42 


479 


AW970759 


Hs. 105621 0 


1 


EST382842 cDNA /gb=AW970759 /gi=81 60604 /ug= 


102A9 


1 


331 


AK025947 


Hs.105664 0 


! 


FU22294 fis, Clone HRC04426 /cds=(240,6 


465G9 


193 


524 


AI475680 


Hs.105676 0 


1 


tc93d12.x1 cDNA, 3' end /clone=IMAGE^073719 


469G2 


1528 


1625 


AK022481 


Hs.105779 8.00E-38 




cDNA FU12419 fis, done MAMMA1003047, highly 


482A9 


289 


839 


NMJ)12483 


Hs.1 05806 0 


3 


granutysin (GNLY), transcript variant 519, m 


595B1 1 


918 


1300 


NMJJ02343 


Hs.1 05938 0 


1 


lactotransferrin (LTF), mRNA /cds=(294,2429) 


69B3 


3649 


4226 


Y 13247 


Hs 106019 0 


1 


fb19 mRNA /cds=/539 3361^ /ab=Y13247 /ai=21 17 


459E8 


106 


563 


NM 013322 


Hs 106260 0 


1 


sortina nexin 10 fSNX10) mRNA /rrls=M2fi 733^ 




1939 


2361 


nm nn.^171 


He 10646Q 0 




ei mnracQnr of \/or1 /Q ^*prav/ici9o^ ^.litro 1 fQ. 


yon i t 


WW 


10 Aft 


RP0097Aft 


na, ioqooo o 




Similar kf\ Yi\iT\f\\\\e>\\r*a\ nrrtfain PI lOClR'^') f\ 

ouiiiidi io nypoinciicai proicin rLJtuooo, ci 




1416 
IH IO 


1501 


mm nm^fift 

IN IVI UU 1 OOO 


He 1flft677 6 00E-38 




Piilf9A/nfic franetstlnn InftlaHnn farinr 1 
CUIxaiyoilu UalloldUUlI IHIUdUUIl laUlur o, 


iS4rlit 


7R1 


1 917 
1 too 


■>J JVl^_Ut 1 OtO 


nS.lUOf^/ y 




senne camoxypepuaase i precursor proiein 


lOQOO 


97AQ 
tr *I57 


VI 4 

Ot I** 


nr I03 r to 


He 10R77A 0 

ns. i oof / o u 




r>alriiim Irancnnrf ATPaco ATD9P1 / ATOOfM A\ m RM 

caiaum iranspoiT m i rase a i rc\s\ \t\ \ rAiiMj mr\iN 


56A5 


1 


1089 


A1 766799 


He 1HRR7R 0 




PQT frntn Hnno 7^514 full tncort /oHc~l 1MVC MDi/IIM 


or no 


OH*t 


1 109 
I lUt 


Y?l AQft 
A f 1 •froO 


Me ir\Aft7R *t OOP 1fYX 

ns.iuoo/o j.uuc-iuo 




vacuolar proton ATPase, subunit D /cds— (2 


WOO 1 u 


538 


725 




He irtRAon 1 nnF-109 

no. IUQ09U l,UUt*IU£ 




cione to/ / i 1 1 irviv/A sequence /cos— uiNfxi>njvvi'i 














/gb=AF 


121H2 


14 


394 


nm_016619 


Hs.1 071 39 0 




hypothetical protein (LOC51316), mRNA/cds=( 


185D12 


118 


884 


NMJ301564 


Hs. 1071 53 0 




inhibitor of growth family, member 1-!ike (ING 


188D6 


1140 


1507 


NM_017892 


Hs.107213 0 




hypothetical protein FU20585 (FLJ20585), mR 


462B10 


192 


541 


AI707896 


Hs.107369 1.00E-168 




as34a10.x1 cDNA, 3' end /clone=IMAGE:2319066 


59A10 


1694 


2335 


AJ270952 


Hs.1 07393 0 




for putative membrane protein (GENX-3745 


499G1 


2987 


4266 


AL035683 


Hs.107526 1.00E-104 




DNA sequence from clone RP5-1063B2 on 














chromosome 20q1 


466F11 


327 


493 


A1391443 


Hs.1 07622 9.00E-90 




tf96e06.x1 cDNA,3 , end/ctone=IMAGE:2107138 


182F9 


153 


649 


AF265439 


Hs.1 07707 0 




DC37 mRNA, complete cds 7co^(5,856>/gb=AF26 


481 F9 


1216 


1609 


NM_016270 


Hs.1 07740 0 


2 


KruppeWike factor (LOC51713), mRNA/cds=(84 
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184H4 


189 


576 


AF081282 


Hs.107979 0 


1 


small membrane protein 1 (SMP1) mRNA, complete 


103E11 


1006 


2137 


NMJ>14313 


Hs.107979 0 


4 


small membrane protein 1 (SMP1), mRNA/cd3=(99, 






1771 




no. IUOUOU u 


-5 
O 


cysieine ana giyane-ficn protein i \Lfor\ri ) 9 m 


46H8 


777 


914 


AF070640 


HS.108112 2.00E-47 


1 


clone 24781 mRNA sequence /cds=UN KNOWN 














/gb=AF 


5334 


1552 


1967 


U32986 


MS. 103327 0 


2 


xeroderma pigmentosum group E UV-damaged DNA 














binding 


124A10 


1089 


1733 


AK001423 


H3.1 08332 0 


3 


cDNA FU10566 Hs, clone NT2RP2002959, highly 


127F8 


428 


746 


AL1 36941 


Hs.108338 0 


1 


mRNA; cDNA DKFZp586C1924 (from clone 














DKFZp586 


191 G10 


518 


883 


AL13S640 


Hs.1 08548 0 


2 


mRNA; cDNA DKFZp564F163 (from done 














DKFZp564F1 


458G8 


2374 


5101 


NMJ)162Z7 


Hs. 108636 0 


2 


membrane protein CHI (CH1), mRNA /cds=(1 24,434 


58F11 


735 


798 


NM_006963 


Hs.108642 2.00E-28 


1 


zinc finger protein 22 (KOX 15) (2NF22), mRNA / 


118B5 


2715 


2797 


AK022874 


Hs.108779 2.00E-38 


1 


cDNA FU12812 fis, clone NT2RP2002498 /cds=(3, 


110H2 


18 


661 


AF026292 


Hs. 108809 0 


1 


chaperonin containing t-complex polypeptide 


181G4 


1008 


1 142 




nS.IDSoOy 2.U0C-71 


1 


chaperon In containing TCP1 , subunit 7 (eta) (C 


189F11 


415 


615 


AK024569 


Hs.1 08854 2.00E-79 


1 


cDNA: FU20916 fis, clone ADSE00738, highly s 


596F8 


5958 


6097 


AB0110B7 


Hs.108945 8.00E^8 


1 


mRNA for KIAA051 5 protein, partial cds /cds=(0, 


157D8 


399 


830 


NMJ)16145 


Hs.1 08969 0 


1 


PTD008 protein (PTD008), /cds=(233,553) 


175E7 


712 


1849 


AL133111 


Hs.1 091 50 0 


2 


mRNA; cDNA DKFZp434H068 (from clone 














DKFZp434H0 


514E1 


66 


613 


NM_012417 


Hs. 10921 9 0 


4 


retinal degeneration B beta (RDGBB), mRNA /cd 


106A4 


1864 


2220 


AJ011895 


Hs.1 09281 1.00E-111 


1 


for HIV-1 , Nef-associated factor 1 alpha 


169E1 


938 


1331 


AK024297 


Hs.1 09441 0 


2 


FU14235 fis, clone NT2RP4000167 /cds=(82 


100B8 


1 


191 


NM_0124S8 


Hs.1 09571 3.00E^85 


1 


translocase of Inner mitochondrial membrane 1 


115B7 


983 


1193 


NM_007074 


Hs.1 09606 1.00E-116 


1 


coronin, actln-blndlng protein, 1A (COR01 A), 


62H11 


1 


626 


BF245892 


Hs.109641 1.00E-154 


10 


601864070F1 cDNA, 5' end /done=!MAGE:4082465 


595B2 


4976 


5286 


AB040884 


Hs.1 09894 1.00E-142 


1 


mRNA for K1AA1451 protein, partial cds /cds=(0 


75H1 1 


227 


482 


BF244603 


Hs.1 09697 1.00E-129 


1 


601862620F1 cDNA, 5' end /done=IMAGE:4080412 


118G3 


219 


392 


NM_024292 


Hs.109701 2.00E-66 


1 


ublquitin-like 5 (UBL5), mRNA fcds=(65,286) / 


105A5 


3271 


3532 


AL1 17407 


Hs.1 09727 1.00E-147 


2 


cDNA DKFZD434D2050 (from done DKFZp434D 


481 B7 


1101 


1201 


NM.006026 


Hs.1 09804 9.00E-42 


1 


HI histone family, member X (H1FX), mRNA /cds=( 


476H12 


1018 


1429 


NMJJ04310 


Hs.1 0991 8 0 


3 


ras homolog gene family, member H (ARHH), mRNA 


144C8 


1252 


1429 


Z35227 


HS.109918 7.00E-92 


1 


TTF for small G protein /cds=(579, 1 1 54) /gb= 


141E10 


630 


1269 


AK001 779 


Hs.1 10445 0 


4 


FLJ10917fis clone OVARG1Q00321 /erfs=fia 


494D8 


4102 


4476 


NMJJ14918 


Hs.1 10488 0 


1 


KIAA0990 protein (KIAA0990), mRNA /cds=(494,2 


47C3 


2298 


2431 


D86974 


HS.110613 1.00E-60 


1 


KIAA0220 gene, partial cds /cds=(0,1661) /gb 


194C10 


1210 


1704 ' 


AL1 57477 


Hs.1 10702 0 


1 


mRNA; cDNA DKFZp761E212 (from clone 














DKFZp761E2 


192F1 


3254 


3686 


NM 015726 


Hs.1 10707 1.00E-150 


2 


H326 (H326), mRNA /cds=(1 76.1 969) /gb=NMJ)157 


595B8 


1148 


1414 


NM 003472 


Hs.110713 1.00E-147 


1 


DEK oncogene (DNA binding) (DEK), mRNA /cds=(3 


459F3 


3337 


3915 


NM_001046 


I k 4 4 A^4^ fS 

Hs. 11 0736 0 


1 


solute carrier family 12 (sodlum/potasslum/ch 


195F5 


1051 


1482 


AK025557 


Hs.1 10771 0 


2 


cDNA: FLJ21904fis, done HEP03585 /cds=UNKNOW 


53B10 


163 


742 


NM 020150 


Hs.1 10796 0 


1 


SAR1 protein (SARD. mRNA /cds=(1 00,696) /gb= . 


164B11 


122 


932 


NMJ)16039 


Hs.1 10803 0 


5 


CGI-99 protein (LOC51637), mRNA/cds=(161,895 


594H4 


982 


1454 


AK026528 


Hs.1 11222 6.00E-95 


3 


cDNA: FLJ22875 fis, clone KAT02879 /cds=(30,51 


50A10 


1688 


2095 


AF1 19897 


Hs.11 1334 0 


2 


PRO2760 mRNA, complete cds /cds=UNKNOWN 














/gb=A 


102H11 


175 


498 


AI436587 


Hs.11 1377 1.00E-148 


1 


ti03d11.x1 cDNA, 3' end /clone=IMAGE:21 29397 


109G11 


1324 


1388 


AB016811 


Hs.1 11554 2.00E-29 


1 


for ADP ribosylation factor-like protein, 


144E10 


77 


304 


BF219474 


Hs.111611 1.00E-122 


2 


601884269F1 5' end /done=IMAGE:41 02769 
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583C9 


4 


272 


NM0QO98B 


Hs.111611 1.00E-148 


10 


ribosomal protein L27 (RPL27), mRNA /cds=(17,4 


111F4 


31 


380 


NMJJ14463 


Hs.1 11632 0 


1 


Lsm3 protein (LSM3), mRNA /cds=(29,337) /gb=N 


juofcb 


Zb4b 


Zo9Z 


ALUy D / AO 


ns.i 1 1 out i .uuc- 1 oo 


i 


ouima urvrz-poo^n^Uio ijrom Clone ui\r£pob4n 


4 CO AO 

lb9A2 


773 


1U lb 




nS.ll lOal I.UUC-lOO 




I^IAAAinfi nana ^nmnlain r*Ar> IrsAr" / i /I C Qy}"7\ / 

IWWJIUO yQnB, COmpiSlQ COS <CQS—^T4b,tMf ) / 


182D6 


264 


748 


NM_014713 


1 1 AAA f\t\A A 

Hs.111894 0 


1 


lysosomal-associated protein transmembrane 


460D11 


205 


452 


AI557431 


Hs.1 11973 4.00E-60 


1 


PT2.1_7_C05.r cDNA, 3' end /clone_end=3' /gb= 


121A7 


355 


589 


NM_020382 


Hs.111988 1.00E-128 


1 


PR/SET domain containing protein 07 (SET07), m 


476C12 


254 


463 


AA442585 


Hs.1 12071 1.00E-111 


1 


2v57fD9.r1 cDNA, 5' end /done=1MAGE:757769 / 


172E7 


469 


736 


AF228422 


Hs.1 12242 1.00E-143 


1 


normal mucosa of esophagus specific 1 (NMES1) 


108E10 


4800 


4901 


AF071076 


HS.1 12255 6.00E^8 


1 


ceD-ilne HeLa Nup98-Nup96 precursor, mRNA, c 


A7fl10 
*f /la I c. 


1 


•*ni 


RF3T7710 


Hs 11 231 & 1 QOE-165 


5 




599G7 


38 


455 


NMJJ19059 


Hs.1 1231 8 0 


32 


6.2 kd protein (LOC54543). mRNA /cds=(93,260) 


469F9 


226 


546 


NMJJ02638 


Hs.112341 1.00E-107 


1 


protease inhibitor 3, skin-derived (SKALP) (P 


589G11 


482 


1336 


AK026396 


Hs.1 12497 0 


2 


cDNA: FU22743 fis, clone HUV00901 














/cds=UNKNOW 


464F10 


1686 


1917 


NM_G02978 


Hs.1 12842 1.00E-119 


1 


sodium channel, no n voltage-gated 1, delta (SC 


54B11 


1 


423 


BF025727 


Hs.1 13029 0 


26 


601670406F1 cDNA, 5' end /done=IMAGE: 3953425 


591 C5 


31 


469 


NMJ0O1O28 


Hs.1 13029 0 


10 


ribosomal protein S25 (RPS25), mRNA /ods={71,4 


585F4 


1682 


3918 


AK027136 


Hs.1 13205 1.00E-130 


3 


cDNA: FU23483 fis, clone KA1A04052 /cds=UNKNO 


61B12 


1168 


2366 


AF1 05253 


Hs.1 13368 0 


5 


neuroendocrine secretory protein 55 mRNA, com 


163D9 


3470 


4109 


Y08890 


Hs.1 13503 0 


1 


mRNA for Ran_GTP binding protein 5 


466C4 


276 


946 


AL359916 


Hs.1 13872 0 


1 


DNA sequence from clone RP1 1-550O8 on 














chromosome 20 C 


592C12 


2506 


2696 


AF323540 


Hs.1 14309 2.00E-80 


1 


apolipoprotein L-l mRNA, splice variant B, co 


476A11 


121 


528 


AA702108 


Hs.1 14931 0 


1 


Zl85e01.s1 cDNA, 3' end /clone=IMAGE:447576 / 


109F4 


3123 


3521 


D30783 


Hs.1 15263 0 


1 


for epiregulin, complete cds /cds=(1 66,67 


123D1 


3123 


3526 


NM_001432 


Hs.1 15263 0 


1 


epiregulin (EREG), mRNA tads={166,675) /gb=N 


465D7 




175 


BG288391 

WSJ AW • 


Hs.1 15467 1.00E-94 


1 


602388053F1 cDNA, 5' end /clone=lMAGE:4517076 


74H9 


346 


602 


AK027114 


Hs.115659 1.00E-108 


1 


FU23461 fis, clone HSI07757 /cds=UNKNOW 


585E4 


384 


1146 


NM_024061 


Hs.1 15659 0 


3 


hypothetical protein MGC5521 (MGC5521), mRNA 


462C1 


945 


1222 


NM_024036 


Hs.115960 1.00E-152 


1 


hypothetical protein MGC3103 (MGC3103), mRNA 


464 E4 


127b 


lb Jo 


AJ\UZ.3003 


ns.llb£/o l.uuc-loo 


A 

1 


CUIXM rLJIOO/1 US, Clone KLWt/CJUUCWUO /C0S-UNK 


43B10 


1601 


1798 


AF283777 


Hs.1 16481 9.00E-47 


1 


clone TCBAP0702 mRNA sequence /cds=UNKNOWN 


465G1 


374 


554 


NMJJ01782 


Hsll 16481 5.00E-85 


2 


CD72 antigen (CD72), mRNA /cds=(1 08,1 187) /gb 


51GB 


29 


203 


BF341330 


Hs.1 16567 6.00E-26 


1 


60201 3274F1 cDNA, 5' end /clone=IMAGE:41 49066 


40D10 


2694 


3430 


X68742 


Hs.1 16774 0 


1 


integrin, alpha subunit /cds=UNKNOWN /g 


107D1 


1778 


1943 


U71383 


Hs.1 17005 1.00E-84 


1 


OB binding proteln-2 (OB-BP2) mRNA, complete cds 
/cds 


459D4 


2882 


3522 


AK025364 


Hs.1 17268 0 


1 


cDNA: FU21711 fis, clone COL10156 /cds=UNKNOW 


473E8 


2104 


2233 


AB029016 


Hs.1 17333 2.00E-65 


3 


mRNA for K1AA1093 protein, partial cds /cds-(0 


458E2 


88 


627 


A1825645 


Hs.1 17906 0 


2 


wb75b09Jrt cDNA, 3' end /clone=IMAGE:2311481 


163A7 


1160 


1420 


X53793 


Hs.117950 1.00E-109 


1 


ADE2H1 mRNA showing homologies to SAICAR 














syntheta 


123B8 


18 


740 


NM_Q02799 


Hs.1 18065 0 


1 


proteasome (prosome, macropaln) subunit, bet 


583G3 


924 


1199 


AB011162 


Hs.1 18087 1.00E-155 


4 


mRNA for KIAA0610 protein, partial cds /cds=(0, 


127A1 


263 


557 


NM_006441 


Hs.118131 1.00E-141 


1 


5,10-methenyltetrahydrofolate synthetase ( 


459A10 


188 


B17 


AL522477 


Hs.118142 0 


1 


AL522477 cDNA /clone=CS0DB0O8YK1 4-(3-prime) 


5B4A10 


8484 


8875 


NMJJ03316 


Hs.1 18174 0 


1 


tetratrlcopeptide repeat domain 3 (TTC3), mRN 


52D4 


1287 


1752 


AK026486 


HS.118183 0 


1 


FU22833 fis, clone KAIA4266 /cds=(479,8 


470B6 


68 


532 


BF030930 


Hs.1 18303 0 


1 


601558648F1 cDNA, $ end /done=IMAGE:3828706 


41B3 


5041 


5669 


M14648 


Hs.1 1851 2 0 


1 


ceil adhesion protein (vitronectin) receptor alpha s 
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125B8 


999 


1573 


NM_003733 


Hs.1 18633 0 


1 


2 , -5'oligoadeny!ate synthetase-like (OASL) t 


459D3 


3 


427 


AI052447 


Hs.1 18659 0 


1 


oz07g04.x1 cDNA, 3* end /done=IMAGE: 1674678 


112F11 


191 


387 


NM_006923 


Hs.118684 1.00E-103 


1 


stromal ceiWerfved factor 2 (SDF2), mRNA /c 


129E4 


1727 


1891 


AL050404 


Hs.118695 2.00E^86 


1 


DNA sequence from done 955M13 on chromosome 














20. Conta 


126H2 


1512 


2209 


NM_000358 


Hs.118787 0 


2 


transforming growth factor, beta-induced, 68 


598D9 


817 


1106 


NMJW1155 


Hs.118796 1.00E-108 


1 


annexin A6 (ANXA6), transcript variant 1, mRN 


331 E6 


.89 


475 


BE311727 


Hs. 11 8857 0 


1 


601143334F1 cDNA, 5 1 end /done=IMAGE:3507009 


521 C1 


700 


1180 


NMJJ06292 


Hs.118910 0 


2 


tumor susceptibility gene 101 (TSG101), mRNA 


139E8 


463 


1198 


AJD12506 


H3.118958 0 


1 


activated in tumor suppression, done TSA 


69H2 


578 


1117 


U05040 


Hs.118962 0 


1 


FUSE binding protein mRNA, complete cds 














/cds=(26,1950 


461 F1 


1241 


1715 


AK024119 


Hs.1 18990 0 


1 


cDNA FU14057 fis, clone HEMBB1000337 /cds=UNK 



481 El 


1682 


1969 


NM_017544 


Hs.119018 1.00E-129 


479B4 


45 


203 


AU 09806 


Hs. 11 9057 5.00E-43 


520F1 


177 


672 


NMJ)12423 


Hs.119122 1.00E-148 


477E4 


46 


1565 


AL1 09786 


Hs.119155 0 


166F10 


304 


814 


M37583 


Hs.119192 0 


592E5 


302 


814 


NM_QQ210o 


HS.119192 0 


54B1 


47 


1144 


AJ400717 


MS. 11 9252 0 


594H9 


609 


1013 


NMJX)0520 


Hs.119403 0 


492D9 


30 


272 


NM_0010Q4 


Hs. 11 9500 1.00E-135 


59H8 


14 


1890 


NM_016091 


Hs.1 19503 0 


525E8 


12 


446 


NM_006432 


Hs.1 19529 0 


166G7 


1323 


2293 


M86108 


Hs.1 19537 0 


112010 


1054 


1722 


NM_006559 


Hs.119537 0 


158E9 


847. 


1273 


AL022326 


Hs.1 19598 0 


161 H7 


738 


1272 


NM_000967 


Hs.119598 0 


168F8 


284 


778 


M34671 


Hs.1 19663 0 


585C9 


285 


783 


NM_000611 


Hs.1 19663 0 


143G12 


753 


1329 


AK023975 


Hs.119908 0 


55D12 


1107 


1365 


NM_015934 


Hs.119908 1.00E-119 


467E7 


37 


419 


AI492066 


Hs.1 19923 0 


462C10 


2669 


3025 


NM.012318 


Hs.120165 0 


473F11 


396 


1006 


AK025068 


Hs.120170 0 


98E11 


211 


458 


AW081455 


Hs.120219 1.00E-114 


471 C8 


60 


301 


. NMJ)14487 


Hs.120766 1.00E-120 


134C4 


284 


529 


AK000470 


Hs.120769 9.00E-98 


469C10 


1 


441 


AA677952 


Hs.120891 0 


60C9 


1022 


1615 


AB011421 


Hs.120996 0 


461A7 


738 


1274 


NMJ)14205 


Hs.121025 0 


104A4 


557 


1942 


D89974 


Hs.121102 0 


196C9 


557 


1463 


NM_004665 


Hs.121102 0 


467F4 


4 


328 


AW972196 


Hs.121210 1.00E-162 


587A12 


224 


367 


AW975541 


Hs.121572 1.00E-62 


36G5 


13 


604 


AL00B729 


Hs.121591 0 


464C1 


120 


413 


AA772692 


Hs.121709 1.00E-120 



1 transcription factor NRF (NRF), mRNA /cds=(653 

1 DNA sequence from done RP5-1 1 53D9 on 
chromosome 20 C 

8 rtoosomal protein L13a (RPL13A), mRNA /cds=(1 

3 mRNA full length insert cDNA clone EUROIMAGE 81 

3 hlstone (H2A.2) mRNA, complete cds /cds=(1 06,492) 

/g 

7 H2A histone family, member Z (H2AFZ), mRNA /cd 

9 TPT1 gene for transtatlonally controlled tumo 

1 hexosaminidase A (alpha polypeptide) (HEXA), 

2 ribosomal protein, large P2 (RPLP2), mRNA /cd 

12 HSPC025 (HSPC025), mRNA /cds=(33,1727) /gb=N 

2 epidldymal secretory protein (1 9.5kD) (HE1 ), 

3 p62 mRNA, complete cds /cds=(1 06, 1437) 



/gb=M88108/g 
GAP-assodated tyrosine phosphoprotein p62 
DNA sequence from done 333H23 on chromosome 
22q12.1-1 

ribosomal protein L3 (RPL3), mRNA /cds=(6,1217 
lymphocytic antigen CD59/MEM43 mRNA, complete • 
cds/c 

CD59 antigen p18-20 (antigen Identified by mo 
FU1 3913 fis, done Y79AA1 000231, highly 
nucleolar protein NOP5/NOP58 (NOP5/NOP58), m 
tg12b03.x1 cDNA, J end /clone=IMAGE:21 08525 
leudne zipper-EF-hand containing transmembr 
cDNA; FU21415 fis, done COL04030 /cds=(138,7 
xc31c07.x1 CDNA, 3' end /done=IMAGE:2585868 
nucleolar cysteine-rich protein (HSA6591), m 
CDNA FU20463 fis, done KAT06143 
/cds=UNKNOWN 

2i14a06.s1 cDNA, 3' end /clone=IMAGE:430738 / 
for DRAK2, complete cds /cds=(261,1379) / 
chromosome 11 open reading frame 5 (C110RF5), m 



4 for glycosylphosphatldyl Inosltol-ancho 

9 vanin 2 (VNN2), mRNA fcds=(1 1 ,1 573) /gb=NMJ)04 

1 EST384285 cDNA /gb=AW972196 /gl=8162042 /ug= 

1 EST387650 cDNA /gb=AW975541 /gi=81 66755 /ug= 

1 DNA sequence from PAC 257A7 on chromosome 
6p24. Contai 

1 ai35b09.s1 cDNA, 3* end /done=1 358969 /done 
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^RF9 


411 


A91 


AK025556 


Hs 121849 D 


<! 


ruti no, auriB ncruoo/ o /cos— ^o4,*+o 


1 yor\o 


HI 1 


1 1 to 


MM 09981 R 


Lie 1Q1QAQ A 


A 

1 


Microti! bule-associated proteins 1A and 1B, I 


471 R9 


17ft 
1 /O 


ooo 


AW4RQ*i4R 


no. l^£ l ID t-UUC-W 


1 


MIQaHQ vi r»HM A an/4 Minna- Ifc/lA^C-OOfyOOOO 


462J-b 


218 


Oil 


orb/ /944 


HS.1224Ub I.OUe-ioo 


1 


602084766F1 cDNA, 5' end /cione=IMAGE:4248905 


ytCCAQ 

4O0A0 




Aft* 


Mv/O40«t£ 


nS,i224ol Z.UUb-Zo 


A 
1 


AV7o2642 cDNA, 5 end /clone=MDSEMB08/clone„ 


467G10 


603 


803 


AL040371 


Hs. 122487 9.00E-96 


1 


DKFZp434P0213_r1 cDNA, 5' end /clone=DKFZp434 


465C12 


66 


260 


Al 804629 


He 199R4fi ^ oof-r^ 


] 


frR1 nfT^ y1 rDMA onri /HnnaalMAfSP'9n79gQft 
lUOiyUO.AI CUlYn, O BIIO /uunc- , llvl/\uC.ZU^33D 


98H6 


/MO 


Oo 1 


AIDR194ft 


He 199QR3 t; nnF 7ft 


4 

1 


oyo/Duojci cuima, o eno /cione— iiviAot.io/uoo/ 


52B4 


19^ 


236 




He 1 9^9R4 a nnF-4R 


1 


/io iguj.A i cufMA, o eno /cione— iivimoc.O£9DwUO 


128C7 


4875 


5186 


AB02QS31 


Hs 123654 1 OOE-131 




mRMA for KIAA089A nrnfAin nar+ial rHe /rrfe-^n 


18465 


594 


1187 


AL1Q9865 


He 194186 0 
no. i *-h i w u 


1 
1 


DMA coni tar\r-a from Hnna ^^1-1*5^1^19 nn 














chromosome 1cj25 


106A6 


1135 


1456 


AX026776 


Hs.124292 9.00E-99 


1 


FU23123 fis, clone LNG08039 /cds=UNKNOW 


525G12 


314 


503 


BF996704 


Hs.124344 1.00E-72 


1 


MR1-GN0173-071 1 00-009-0,1 0 cDNA /gb=BF996704 


466C3 


120 


496 


AA831838 


Hs. 124391 1.0DE-172 


1 


oc85h06.s1 cDNA, 3' end /clone=IMAGE:1 356539 


48G4 


1 


568 


AA203497 


Hs.124601 0 


1 


zx58g05.rt cDNA, 5* end /clone=IMAGE:446744 / 


517G2 


577 


756 


AAB58297 


Hs. 124675 3.00E-61 


1 


Ob13b08s1 cDNA 3' end /done=IMAGE"l323543 


107H3 


913 


1220 


AK023013 


Hs 124762 1 00E-174 




FU12951 fis clone NT2RP2005457 hiahh/ 


473A7 


729 


929 


MM 019062 


Hs 124835 4 00E-82 


| 


hvoothrffrial nrofe/n /Fl 120225) mRNA lct\*z=( 
ity\j\ju icuurdi piuictii \~L«j&.u^&.%i/, 1 1 irvix/A / vajo — 


108D12 


3225 


3531 


AF023142 


He 125134 1 OOE-142 


2 


pio-iiirxrMM opi icing or\ pruioin imi nirxiHrv, partial 


463E11 


158 


519 


AI380443 


Hs 125608 0 




ta02f04x1 cDNA 3' end /ctone-IMAGE-210761S 


104F6 


1581 


2028 


MM 019853 


Hs. 125682 0 


1 


nrafpin oho«:rihfltaco A npaitlatoA/ oiihunif 2 /P 

puicin pnuopj icw^v *r icijuiaiuijr MiUUllll & r^f 


462A5 


5 


282 


AW975851 


HS.125815 1.00E-149 


1 


EST387960 cDNA/gb=AW975851 /gi=81 67072 /ug» 


462B1 


534 


702 


Al 3780/^2 


He 19RRQ9 1 nflF-fiQ 


1 


LcO/yUO.Al tiUIY/A, O CllU /(JJUI IC—IIVIMvaCZUiJ | CHJO 


121A6 


3074 


3494 


AB028978 


Hs. 126084 1.00E-174 


1 


mRNA for KIAA1 055 protein, partial cds /cds=(0 


171G12 


94 


1240 


M 15330 


Hs.126256 0 


7 


Interteukin 1-beta (IL1B) mRNA, complete cds 














/cds=(86 


183D12 


100 


1275 


NMJJ00576 


Hs. 126256 0 


9 


interteukin 1, beta (IL1B), mRNA (cds=(8G t m) 


*KX>OZ 


a 
O 


AAK 
H 10 




ns.lZoZoo 0 


4 
1 


tgl4D07.X1 CDNA, 3 end /clone=lMAGc.2l 08725 


102G6 


885 


1906 


AJ271684 


Hs. 126355 1.0QE-171 


2 


for myeloid DAP12-associating lectin (MD 


40OC4 


OA7 


lUlO 




MS. 126355 2.00c-o9 


1 


C-type (calcium dependent, carbohydrate- re co 








A C*1 QCC1 A 


HS. 1 26550 I.OOc-142 


1 


VPS4-2 ATPase (VPS42) mRNA, complete cds /cds= 


473D8 


19 


397 


BF445163 


Hs. 126594 0 


1 


nad21d12jc1 cDNA, 3' end /clone=IMAGE:3366191 


143C9 


333 


551 


BE250027 


HS.126701 1.00E-121 


1 


600943030F1 cDNA, 5' end /clone=IMAGE:2959639 


471 E10 


606 


945 


AK021S19 


Hs 126707 9 00F-71 


4 
1 


rONA Fl .11 14^7 Fk: rlnno HFMRAinftl ^997rrl«=/1 

tajnrv run hj/ tio, cione ncivjDM iuu fcas— \i 


462B4 


159 


572 


NM_017762 


Hs. 126721 0 


1 


hypothetical protein FU20313 (FU20313), mR 


41D8 


1 


2519 


AK023275 


Hs.126925 0 


5 


FU13213 fis, clone NT2RP4001126, weakly 


463F5 


2 


563 


NM 014464 


Hs 127011 0 




tiihlllninfpretKtal npnhrft"ic anHnpn fT|M A 


597C8 


2662 


2905 


AB046765 


Hs 127270 1 00F-136 


1 


mRNA tor KIAA1 nrrtt^In narfial rrta frti^affi 
ill rvixn iwi IM/W 1 piULCIII, partial CU9 (WI5 H \U 


458F11 


15 


212 


BF50B731 


HS. 127311 8.00E-81 


1 


Ul-H-BI4-'aoorb-08-0-Ul.s1 cDNA, 3' end /don 


462B3 


76 


389 


AW978753 


Hs.127327 1.00E-133 


1 


EST390862 cDNA /gb=AW978753 /gi=8170027 /ug= 


463E2 


176 


787 


Al 028267 


Hs 127514 0 
no. it / «j i*» u 


1 
i 


OWU lUUU.Al OuNn, O cllu /CIUIIC— UVIMnjC lOHDOH 1 


465G5 


181 


372 


AA953396 


Hs.127557 6.00E-78 


1 


on53h10.s1 cDNA, 3' end /clone=IMAGE:1561411 


463E10 


11190 11634 


NM_016239 


Hs.127561 0 


1 


unconventional myosin-1 5 (L0C51 1 68). mRNA /c 


476A9 


27 


216 


AW3B4918 


Hs.127574 1.00E-101 


1 


PM1-HT0422-291299^)02-d01 cDNA/gb=AW384918 


111B10 


1825 


2463 


NM_014007 


Hs.127649 0 


1 


KIAA0414 protein (KIAA0414), mRNA /cds=(1 132, 


499A7 


2134 


5198 


AF070674 


Hs. 127799 0 


8 


inhibitor of apoptosis protein-1 (MJHC) mRNA, 


331 F5 


4 


460 


BF342439 


Hs.127863 0 


1 


602013944F1 cDNA, 5' end /c!one=lMAGE:41 49562 


176A12 


796 


1351 


NM_022900 


Hs.128003 0 


1 


hypothetical protein FLJ21213 (FU21213), mR 


462B5 


1766 


1949 


' NM_014405 


Hs.128342 5.00E-82 


1 


potassium large conductance calcium-activate 
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467D5 


157 


279 


AI222805 


Hs.128630 6.00E-62 


1 


qp39c07.x1 cDNA, 3' end /clone=IMAGE:1 925388 


465G3 


1 


529 


BE222032 


Hs.128675 0 


1 


hr61g11.x1 cDNA, 3* end /c!one=IMAGE:31 33028 


467C7 


1172 


1726 


AF1 18274 


Hs.128740 0 


1 


DNb-5 mRNA, partial cds /ods=(0,1601) /gb=AF1 1 


175G11 


358 


724 


AL110151 


Hs.1 28797 0 


1 


mRNA: cDNA DKF2d586D0824 ffrom dona 














DKFZp586 


472A12 


402 


782 


BE745645 


Hs.129135 1.00E-153 


1 


601578727F1 cDNA, 5' end /clone=IMAGE:3927535 


473C7 


46 


217 


BE670584 


Hs.129192 3.00E-37 


1 


7e36h08 jc1 cDNA, 3' end /clone=IMAGE:3284607 


4S3G11 


7 


397 


AA746320 


Hs.129572 0 


1 


ob08f01.s1 cDNA, 3* end /clone=IMAGE: 1323097 


63D8 


18 


1167 


D13748 


Hs.129673 0 


4 


eukaryotic initiation factor 4Al /cds=(16,12 


57F3 


19 


1279 


NMJ301416 


Hs.129673 0 


4 


eukaryobc translation initiation factor 4A, 


144G5 


1071 


1192 


AF064090 


Hs.129708 3.00E-62 


3 


ligand for herpesvirus entry mediator (HVEM-L) 


118A9 


2684 


3198 


AB04S8Q5 


Hs 129750 0 

1 iwi i£7r ww w 




mRMA fnr K1A A1 5ft5 nrnfpin narlinl rrkt /rrl«sf9 
iiirvivx iur r\i/v\ i www protein, pcuuai cuo /wQ5 ^ 


50G5 


1119 


1440 


AK024068 


H«; 129872 1 QOF-172 




PI llAnflfifk rdnnp Y7QAA1 nn9?QQ hinhlv 


4B9D6 


376 


603 


D43968 


H«; 129914 1 00P-126 


■j 


/-MvlL. I 1 1 IrvlvA IUI rUVIL.iL/ piwlolil ^cl lief I la lively opllwcu 


590G11 


823 


1571 


NM_0C3563 


Hs. 129951 0 


3 


pr 

speckle-type POZ protein (SPOP), mRNA /cds={15 


591 C7 


68 


571 


NM_005243 


Hs.129953 0 


1 


Ewing sarcoma breakpoint region 1 (EWSR1), tra 


459F5 


579 


768 


AJ763262 


Hs.130059 1.00E-35 


1 


wi66c04.x1 cDNA, 3* end /clone=IMAGE:2398278 


479A10 


259 


448 


AI089359 


Hs. 130232 1.00E-103 


1 


ab05h03 x1 cDNA 3* end /cIone=IMAGE-1G95413 

WjWwwiiww.ai vwt«^v, w cuu fviunc nvinoi.1 1 usirt iw 


461G5 


193 


347 


AW898615 


Hs 1 30729 2 0OE-68 


1 


RC1-NN0073-090500-012-fD2 cDNA /ob=AW898615. 


466B1 


373 


569 ■ 


AI347054 


Hs.130879 1.00E-76 


1 


qp60a04.x1 cDNA, 3' end /clone=IMAGE: 1927374 


463G3 


3212 


5430 


AJ404611 


Hs. 130881 0 


2 


mRNA for B~cell lymphoma/leukaemia 11 A extra 


462C3 


48 


468 


AI421805 


Hs.131067 0 


1 


tf44h1 1 jc1 cDNA, 3' end /clone=lMAGE:20991 09 


596G10 


39 


491 


NM 006294 


Hs 131255 0 


3 


i iKim iinni-r"vfnfihrrnnpj t* rediictacA hinHinn nrn 
uuiijuii iwi~v«y luwi ii mi no w louuvidsc uuiujny pro 


469G10 


189 


361 


A1024984 


Hs.131560 1.00E-81 


1 


ov39d11.x1 cDNA, 3' end /c!one=IMAGE: 1639701 


458B7 


169 


659 


AW978870 


Hs.131828 0 


1 


EST390979 cDNA /gb=AW978870 /gi=8170147 /ug= 


63D1 


185 


500 


AF 176706 


Hs 131859 1 00E-133 

1 lO. 1 v 1 W W9 1 .WWW 1 WW 


1 


F-hnY nmtpin FRX11 mRKIA rtarfia! nrlc /r>Hc=/n 


5BC10 


4188 


4313 


NM_014913 


HS.131915 2.00E-65 


1 


KIAA0863 protein (KIAA0863), mRNA /cds=(185 l 3 


117H2 


282 


569 


NM_003608 


Hs.131924 1.00E-143 


1 


G protein-coupled receptor 65 (GPR65), mRNA / 


HO&Ul 1 


441 


683 


/WV9/D4ZZ 


nS.13ZUo4 I.Ouc-iio 


1 


Eo T3oo531 cDNA /gD=AW97o422 /gi=81 67649 /ug= 


586F1 1 


161 


1094 


NM 017830 


Hs.1 32071 0 


2 


hvoothetica! nmtein FLJ20455 (FU20455\ mR 


466A8 


118 


224 


A1042377 


Hs 1 321 56 2 00F-44 

1 l«. 1 Wb 1 WW 6tUUL~7 


1 


UAU^wUu.A 1 LUlin, W CI IU f LrfUl ICS - iivinvsc IUUvOuU 


472F6 


979 


1431 


AKTl294fi** 


U e 1^9991 n 


1 
i 


r HMA PI fie /-!nne> MAMMAinTlOTOR /He~/ < ) 
CUINrt rLJ ItWI 1 IS, Cluric (W\uUVIr\ 1 UVJ& f 9O /CUS— \3, 


462E4 


- 19 


567 


AI031656 


Hs 1 32237 0 


•\ 


nw4Rp0fi vl rDNA pnd /r!onp=IIWIAr5F-1K_Rnnft? 

UWtUCUViAI WIV\, W CIivJ /lilUIIC llVinUu. IUJUuU£ 


462E2 


4 


539 


AI8295S9 


Hs 132238 0 

1 19. 1 WMVV W 


■j 


wf?8e02 5r1 cDNA 3' end /e!onp=IMA(5E , 9t*5fiQ22 


461 HQ 
**w i nw 


453 

*rww 


618 




no. Iw£www H.UUC 'Of 


1 
i 


DUmOOO I Iri UUJNrv, w end f C10nB-*HVlMoC4w/*t 1 


467D10 


4518 


4689 


AK024449 


Hs 1 32569 2 00E-55 


1 


mRNA for FLJ00041 nrotfiin narfial /rHs^^O 

i iirviv* ivi i u/vvvti wiwivMii) waiuai wwo fwUo^\w 


463H7 


162 


438 


AI346336 


Hs.1 32594 1.0QE-132 


1 


qp50b04.x1 cDNA, 3' end /clone=tMAGE: 1 92641 5 


592B8 


2415 


2957 


NM_005337 


Hs.1 32834 0 


1 


hematopoietic protein 1 (HEM1), mRNA/cds=(158 


70H2 


6370 


6718 


AF047033 


Hs.132904 1.00E-175 


1 


sodium bicarbonate cotransporter 3 (SLC4A7) m 


50G10 


1167 


2041 


AL121985 


Hs.1 32906 0 


4 


DNA sequence from clone RP11-404F10 on 














chromosome 1q2 


123C10 


1323 


1570 


NM_015071 


Hs.132942 1.00E-136 


1 


GTPase regulator associated with the focal adh 


121B10 


92 


503 


AA504269 


Hs.1 33032 0 


1 


aa6lc09.s1 cDNA, 3* end /c!one=lMAGE:825424 / 


171A12 


696 


909 


AL050035 


Hs.133130 6.00E-83 


1 


mRNA; cDNA DKFZp566H0124 (from clone 














DKFZp566 


463B5 


123 


449 


AI051673 


Hs.1 331 75 1.00E-176 


1 


O y77g06.x1 cDNA, 3* end /clone=IMAGE: 167 1898 


463B? 


966 


1103 


AL044498 


Hs.1 33262 3.00E-46 


1 


DKFZp434l082_s1 cDNA, 3' end /done=DKFZp434l 


463B8 


1 


322 


AV661783 


Hs.133333 1.00E-176 


1 


AV661783 cDNA, 3" end /done=GLCGXE12 /clone^ 


463A10 


431 


694 


AW966876 


Hs.133543 1.0GE-110 


1 


EST37B950 cDNA /gb=AW966876 /gi=8156712 /ug« 


464B10 


63 


547 


BF965766 


Hs.1 33864 0 


1 


602276890F1 cDNA. S end /clone=IMAGE:4364495 
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460C6 


454 


653 


AW009671 


Hs.134272 8.00E-70 


1 


ws85g09.x1 cDNA, 3' end /done=IMAGE:25048QO 


459C12 


3337 


3745 


AJ278245 


Hs.134342 1.00E-121 


1 


mRNA for LanC-like protein 2 (Iancl2 gene) /cds 


462G1 


33 


454 


AI074016 


Hs. 134473 0 


1 


oy66g02.x1 cDNA, 3* end /done=lMAGE: 1670834 


462G6 


260 


597 


BE676210 


Hs. 134648 1.00E-156 


1 


7f25c05 x1 cDMA. 3' end /done=lMAGE*3295688 


466H12 


505 


662 


AV706481 


Hs. 134829 3.0QE-65 


1 


AV705481 cDNA, 5' end /done=ADBBYF02 


148H11 


16 


474 


BE786820 


Hs 135056 0 


1 


601477630F1 5* and /done=IMAGF , 388fM71 






AK7 
4of 


t>r luyo/ o 


t-l« iQcnne n 


i 

1 


fifUeiLxi cuna, j ena /uone-iiviAoc.3020/ r2 


14/ to 




Oo4 


AV/ 123/0 


ns. j ooi of u 


0 

2 


av7j237o cuinA, o end /cione-uUAANDi 2 /cione__ 


465B4 


1993 


2237 


AJ271326 


Hs. 1351 87 1.Q0E-92 


1 


mRNA for unc-93 related protein (UNC93 gene) / 


463B4 


185 


352 


AJ051664 


Hs.1 35339 4.00E-48 


1 


oy77f06.x1 cDMA, 3' end /done= IMAGE: 1671 875 


478H4 


2126 


2458 


AK024921 


Hs. 135570 1.00E-170 


1 


cDNA: FU21268 fis, done COL01718 /cds=UNKNOW 


H /tODC 

14c oo 


119 


444 


A IfVfVI EDO 

AIUU40O2 


nS.i 35764 3.0uE-82 


8 


ou04ai1.xi 3 end /cione=li\rtAGc. 1625276 




4QAQ 


2184 


Nwl_U221 l / 


HS. 1361 04 i.OUh-93 


1 


cutaneous T-cell rymphoma-associated tumor a 


014U1Q 


39o 


o a r\ 

o40 


Al n^OCQ"? 

AU049097 


HS.1 30309 0 


2 


D^4A sequence from done RP4-612B15 on 














rfiromo<;nnip 1n?? 

milVillwOwlllv 1 Vm\ 


461 C6 


18 


219 


BF513274 


Hs.1 36375 1.00E-101 


1 


UI-H-BW1-amo-d-11-0-Ul.s1 cDNA, 3* end /clon 


462E4 


291 


699 


BF526066 


Hs 136537 1 00E-142 


1 


602071 176F1 cDNA. 5' end /done=IMAGE 42 14059 


461 G7 


43 


466 


NM_013378 


Hs. 13671 3 0 


1 


pre-B lymphocyte gene 3 (VPREB3), mRNA /cds=(4 


119B10 


10 


677 


NMJ)13269 


Hs. 136748 0 


2 


tectin-Jike NK cell receptor (LLT1), mRNA /cd 


462A10 


1233 


1727 


AK024426 


Hs. 137354 0 


1 


mRNA for FLJ00015 protein, partial cds /cds=(3 


41 F2 


2684 


3000 


AJ223324 


Hs.1 37548 1.00E-156 


1 


for MAX. 3 cell surface antigen /cds=(44,10 


74E8 


16 


2000 


D10923 


Hs.1 37555 0 


15 


HM74 /cds=(60,1223) /gb=D10923 /gi=219866 / 


58D10 


8 


2000 


NM_006018 


Hs.137555 0 


9 


putative chemokine receptor; GTP-binding pro 


120E2 


210 


814 


NM_002027 


Hs. 138381 0 


1 


famesy I transferase, CAAX box, alpha (FNTA), 


168E12 


1953 


2522 


D38524 


Hs.1 38593 0 


1 


5'-nudeotidase ycds=(83,1768) /gb=D38524 


178F7 


573 


824 


NMJJ06413 


HS.139120 1.00E-115 


1 


ribonuclease P (30kD) (RPP30), mRNA /cds=(27,8 • 


473D1 


1635 


1767 


AL049942 


Hs.1 39240 6.00E-50 


1 


mRNA; cDNA DKFZp564F1422 (from done 














DKFZp564F 


188A8 


924 


1038 


mm 017523 


Hs 139262 1 GOF-56 


2 


XIAP assodated fartnr-1 fHSXIAPAFI^ mRNA /r 


168F7 


933 


1038 


X99699 


Hs.139262 1.00E-53 


1 


for XIAP assodated factor-1 /cds=<0,953) / 


181B10 


1556 


2517 


NM_005816 


Hs.1 42023 0 


3 


T cell activation, increased late expression ( 


014L/ 


OAKO 

Zuoz 


zooy 


KtKA nnncn 
NM_UUJ 1 OU 


11 _ A A tjcq A nnr 444 

HS. 14220c l.UUfc-li4 


1 


signal transducer and activator of transcript! 


l»oO/ 


ICC 


cox 
024 


NIVl_vlol23. 


HS.1 42290 9. Cue -92 


1 


putative protein kinase NY-REN-64 antigen (LO 






3400 


AK023 129 


HS.14Z442 l.OOc-100 


A\ 
1 


cuna flj 13067 fis, clone N72RP3001712, hignty 


4 Dor*: 


ZOO 


410 




|_|- 4 ji 070"7 •> nnc CO 
HS. 142/3/ 3.UUC-0O 


A 
1 


0U1143/0orl CUNA, 0 ena /Clone- livlAob.3U014y3 


134C6 


289 


572 


BE886127 


Hs 142838 1 OOF-160 




601 50991 2F1 cDNA 5' end /done=IMAGF'3Q1 1451 


110A11 


345 


584 


AM 26688 


Hs.143049 1.00E-102 


1 


qb94a06.x1 cDNA, 3' end /clone= IMAGE: 1 707730 


472G7 


127 


452 


' AW976331 


Hs.1 43254 0 


1 


EST388440 cDNA /gb=AW975331 /gi=81 67557 /ug= 


464G11 


425 


547 


AI357640 


Hs.143314 1.00E-56 


1 


qy15b06.x1 cDNA, 3* end /done=IMAGE:201 2051 


463F1 1 


257 


640 


BF446017 


Hs.1 43389 0 


-J 


7o-18a11 x1 cDNA 3* end /done- IMAGE: 3646004 


463H2 


107 


443 


AA825245 


Hs 143410 1 OOE-151 


1 


oa59a09s1 cDNA 3' end /dona=IMAGE- 141 5968 


48B7 


1 


3366 ■ 


NMJ)05813 


Hs. 143460 0 


2 


Drotein kinase C nu fPRKCN^ mRNA /cds=(555 32 


463C9 


290 


405 . 


AW173163 


Hs.1 43525 5.00E-41 


1 


w*84b08 xl cDNA 3' end /done=! MAGE -266389 5 


463C8 


330 


473 


AI095189 


Hs.143534 5.00E-57 


2 


oy83b06.s1 cDNA, 3* end /done=IMAGE: 1672403 


464G5 


94 


189 


BG033028 


Hs.143554 1.00E-38 


1 


6023001 35F1 cDNA, 5' end /done=IMAGE:4401776 


463D7 


120 


563 


NM_0Q6777 


Hs.1 43604 0 


1 


Kaiso (ZNF-kaiso), mRNA /cds=(0,201 8) /gb=NM 


471 A10 


132 


586 


AK026372 


Hs.1 43631 0 


1 


cDNA: FU22719 fis, done HSI14307 /cds=UNKNOW 


74G2 


5129 


5285 


AF073310 


Hs.143648 2.00E-79 


2 


insulin receptor substrate-2 (IRS2) mRNA, com 


471G11 


7 


320 


AI568622 


Hs.143951 1.00E-154 


2 


tn41e10Jrt cDNA, 3' end /done=IMAGE:2170218 


478H12 


963 


1532 


NM_018270 


Hs.143954 0 


1 


hypothetical protein FU10914 (FU10914), mR 


462G3 


100 


529 


AI074020 


Hs.144114 0 


1 


- oy66g06.x1 cDNA, 3' end /done=IMAGE:1 670842 


463C1 


52 


151 ' 


AI090305 


Hs.144119 1.00E-42 


1 


oy81b01.s1 cDNA, 3' end /done=IMAGE: 1672201 
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472H8 


157 


485 


BF509758 


Hs.144265 1.00E-178 


1 


UI-H-BI4-apg-d-04-0-Ul.s1 cDNA, 3' end/clon 


166E1 


23 


443 


D63874 


Hs.144321 0 


1 


HMG-1 , complete cds /cds=(76,723) /gb=D63874 


145G8 


125 


1606 


NMJ)18548 


Hs.144477 0 


2 


hypothetical protein PR02975 (PR02975), mRNA 


191H8 


46 


624 


BF036686 


Hs.144559 0 


1 


601459771 F1 cDNA, 5' end /ctone=IMAGE:3863248 


151B1 


1983 


2561 


M93651 


Hs.145279 0 


2 


set gene, complete cds /cds=(3,836) /gb=M93651 














/gt=33 


514B2 


115 


1583 


NM_003011 


Hs.1 45279 0 


4 


SETtranslocatbn (myeloid leukemia-assoctat 


596D4 


89 


734 


AA631938 


Hs. 145668 0 


8 


frnfcS cDNA te!one=CR6-21 /gb=AA631938 /gi=25 


492B3 


. 512 


2226 


NM_G04902 


Hs.145696 0 


2 


splicing factor (CC1.3) (CC1.3), mRNA /cds=(14 


192E4 


1483 


1837 


AF246126 


Hs.145956 0 


1 


zinc finger protein mRNA, complete cds /cds=(1 


480B9 


1094 


1426 


AL136874 


HS. 146037 1.00E-111 


1 


mRNA; cDNA DKFZp434C135 (from clone • 














DKFZp434C1 


49H1 


1761 


2182 


NM_022894 


1 K A A f> A A 

Hs.146123 0 


1 


hypothetical protein FU 12972 (FU 12972), mR 


129C6 


517 


603 


BE220959 


Hs.146215 6.00E-21 


1 


hu02bQ6.x1 cDIMA, 3* end /c!one=IMAGE:3 165395 


ODoUa 


249 


646 


In Ivl__ 003641 


Hs. 146360 0 


1 


interferon induced transmembrane protein 1 ( 


589 D9 


125 


1866 


NM_002139 


Hs. 146381 0 


5 


RNA binding motif protein, X chromosome (RBMX) 


Dorm 


4 OO 


4 ce"7 
15o7 


Z23064 


1 l_ 4 ACiOA ft 

HS. 146381 0 


2 


mRNA gene for hnRNP G protein /cds=(1 1 ,1 1 86) /gb= 


174AA 




IUUO 




He 1/iR/ini n 


4 
1 


smaD inducible cytokine subfamily E, member 1 


171A6 


461 


686 


U10117 




<\ 


enaoineiiar-rnonocyie activating poiypeptiue ii rnrciN 


455 04 


53 


342 


All 41004 


nS. l*+DO^f J.UUC*09 


4 
I 


oyooiu^.xi curiA, o ena /ctone— iiviAot.io/ 1003 


190H7 


1306 


3107 


rvDUOOUf 5J 


ns. I-+COOO u 


O 
J 


mKNA tot i\ipj\izoo protein, partial cos /cas=(0 


102E9 


412 


\\JtL£. 


ttPUOT I Or 


ns. i-+Of oo u 


6 


alpha inau mKNA, complete cds /cds-(o09,956) /g 


179B1 


364 


843 


D16481 


Hs.146812 0 


1 


mitochondrial 3-ketoacyl-CoA thiolas 


126H12 


1 


358 . 


NMJM50183 


Hs.146812 0 


1 


hydroxyacyl-Coenzyme A dehydrogenase/3-keto 


47009 


on 
Z0 


249 


A 14 0*7400 

All 87423 


Hs. 147040 1.00E-128 


2 


qf31d04.x1 cDNA, 3' end /clone=IMAGE: 1751 623 


r Unll 




T593 


ACOTH AO 

AF272148 


II— AA^CAA ft 

HS. 147644 0 


7 


KRAB zinc finger protein (RITA) mRNA, complete 


51 F1 


635 


1039 


NM_018555 


Hs. 147644 0 


3 


C2H2-like zinc finger protein (ZNF361), mRNA 


72H1 


948 


5026 


AF000982 


Hs.147916 0 


7 


dead box, X isoform (DBX) mRNA, alternative tra 


37F10 


3128 


3652 


X63563 


Hs.148027 0 


1 


RNA polymerase I1 140 kDa /cds=(43,3567) 


64C11 


163 


279 


AA908367 


HS. 148288 6.00E-29 


1 


og76c11.s1 cDNA, 3' end /c!one= IMAGE: 1454228 


463G2 


52 


473 


AI335004 


Hs. 148558 0 


1 


tb21e09.x1 cDNA, 3' end/clone=IMAGE:2055016 


471 F8 


17 


463 


A1471866 


Hs.149095 0 


1 


ti67d04.x1 cDNA. 3' end /done=IMAGE:21 37063 


169C12 


449 


1711 


L061 32 


Hs 1491 55 0 
rt°>. mj \J 


p 


vonago-uepenaeni anion cnannei tsororm i 
mRN 


189G6 


1353 


1711 


NMJ503374 


Hs.149155 0 


5 


voltage-dependent anion channel 1 (VDAC1), mR 


481 E3 


501 


669 


NMJ507022 


Hs. 149443 5.00E-84 


1 


putative tumor suppressor (101F6), mRNA /cds= 


'472B3 


'93 


182 


BF029894 


Hs.149595 6.00E-44 


1 


601557056F1 cDNA, 5* end /done=IMAGE:3827172 


173D1 


3719 


3877 


AB037901 


Hs,149918 3.00E-83 


1 


GASC-1 mRNA, complete cds /cds=(1 50,3320) /gb 


153G12 


1429 


1787 


M31627 


Hs. 149923 0 


2 


X box binding protein-1 (XBP-1) mRNA, complete cds 
/cd 


116B10 


1435 


1787 


NM_005080 


HS.149923 1.00E-180 


1 


X-box binding protein 1 (XBP1), mRNA /cds=(1 2,7 


111G4 


480 


1891 


L12052 


Hs. 150395 0 


2 


cAMP phosphodiesterase PDE7 (PDE7A1) mRNA, co 


461 D6 


1407 


1904 


NMJJ00790 


Hs. 150403 0 


1 


dopa decarboxylase (aromatic L-amino acid dec 


73B3 


896 


1779 


AL050005 


Hs.150580 0 


23 


cDNA DKFZp564A153 (from clone DKFZp564A1 


465G12 


1 


549 


AJ272212 


Hs.1 50601 0 


1 


mRNA for protein serine kinase (PSKH1 gene) /c 


140G12 


2 


195 


BF028489 


Hs.1 50875 1.00E-1Q0 


1 


601763692F1 cDNA, 5' end /clone=IMAGE:3995950 


496E10 


17 


1686 


BC000167 


Hs.151001 0 


5 


clone IMAGE:2900671, mRNA, partial cds/cds= 


597G7 


623 


1488 


NMJJ05015 


Hs.151134 0 


2 


oxidase (cytochrome c) assembly Mike (OXA1L 


50C9 


1051 


1467 


X80695 


Hs.151134 0 


1 


OXA1 Hs mRNA /Cds=(6, 1313) /gb=X80695 














/gi=619490 


125H7 


3154 


3957 


NMJ301421 


Hs.1 51 139 0 


3 


E74-Cke factor 4 (ets domain transcription fa 


111F2 


306 


638 


BG286500 


Hs.151239 1.00E-149 


1 


602382992F1 cDNA, 5" end /clone=IMAGE:4500527 


177A4 


9686 


10035 


AF075587 


Hs.151411 0 


1 


protein associated with Myc mRNA, complete cds 


185C7 


6934 


13968 


NMJJ15057 


Hs.151411 0 


3 


KIAA0916 protein (KIAA0916), mRNA /cds=(146 ? 1 


115E7 


3406 


4005 


NM_004124 


Hs.151413 0 


1 


glia maturation factor, beta (GMFB), mRNA /cds 
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182H7 


234 


833 


AF099032 


Hs.151461 0 


1 


embryonic ectoderm development protein short 




A*iA7 


4/ £.1 


Uooo4s 


HS.lololo 0 


4 
1 


iak rna wop binding protein (TRP-185) mRNA, 


















\\i to 




mi/1 nn , ?A7n 




4 
1 


rv\D i o, rnemoer kho oncogene ramuy (kadi o), mKixi 


588G11 


1249 


1898 


AK023362 


Hs 151604 1 00E-157 


g 


cDNA FLJ 13300 fi«s Hnnp OWARnnni3A9 hinhlv 


*ti SO I U 


i 


£.% f 




nS. 1010/0 i.UUt-llM 


1 


UDP-N-acetyl-a!pha-D-galactosamine:polype 


1 /OD/ 


OCC/t 






MS. lOl /o/ U 


A 

4 


ub snF^NP-specinc protein, 1 16 ku (U5-1 16KD), 






860 


D42054 


HS.151791 0 


1 


KIAA0092 gene, complete cos /cds=(53.1477) / 


C91 DC 
I DO 


ZU 1 A 


1*5 AC 


Nwl — U i4bf y 


ns.iDi/yi z.uuc-yo 


A 

1 


K.IAAU092 gene product (KIAA0092), mRNA /cds-( 


59C10 


37 


fiQ7 




no. 19 1 3uO U 


c 


cione /uo mroNA sequence /cos— unisinv^vvn 














/gb=AF 


519A7 


165 


686 


NM 005792 


Hs 1 52720 0 
no. i f jcu u 


1 




481 E11 


3990 


4280 


NM 005154 


Hs 152818 1 OOE-135 




ubini jitin <;nprifir nmtppcp A ft I<?PR\ mRNA /rH 


110F2 


1210 


1841 


L25931 


Hs 1 52931 0 


2 
















/cds=(75,192 


516F8 


1217 


1708 


NMJ)02296 


Hs.1 52931 0 


1 


lamin B receptor (LBR}, mRNA /cds=(75,1922) fg 


462B2 


93 


2385 


AF244129 


Hs.1 53042 0 


2 


cell-surface molecule Ly-9 mRNA, complete cds 


41 F4 


617 


905 . 


X14046 


Hs. 153053 1.00E-162- 


1 


leukocyte antigen CD37 /cds=(63,908) /gb=X14 


462G8 


2312 


2843 


AF311312 


Hs. 153057 0 


1 


Infertility-related sperm protein mRNA, comp 


142H5 


17 


221 


M94856 


Hs.153179 1.00E-92 


1 


fatty add binding protein homoiogue (PA-FABP^ 














mRNA, 


486G9 


3 


431 


NM_001444 


Hs.1.53179 0 


1 


fatty acid binding protein 5 (psoriasb-assod 


40A1 


2158 


2716 


X79201 


Hs. 153221 0 


1 


SYT/cds=(3,1178)/gb=0C79201 /gi=531105 


101D9 


1524 


2060 


AB014601 


Hs. 153293 0 


1 


for KIAA0701 protein, partial cds /cds=(0 


460F10 


1457 


6107 


AB032972 


Hs. 153489 0 


2 


mRNA for KIAA1 146 protein, partial cds /cds=(0 


106A6 


445 


547 


AI761622 


Hs. 153523 2.Q0E-37 


1 


wg66f05.x1 cDNA, 3' end /cione=IMAGE:2370081 


482A8 


49 


369 


AI859076 


Hs.1 53551 1.00E-106 


1 


Wl33b04.x1 CDNA, 3' end /done=IMAGE:2426671 


589B2 


1054 


1556 


AF261091 


Hs.1 53612 0 


1 


iron inhibited ABC transporter 2 mRNA, comptet 


57A3 


1586 


1757 


NM 004073 


H<; 1 *Wfi40 Q nnF-ft7 


■\ 




466H3 


2 


257 


NM 003866 


Hs 153687 1 00E-133 


1 


innctfnl nnhfnhn r *nh*ifn A nhrynhitiT hma 

uiuduui ^viypiiua^iidur- < f^nu9pnai«»o, typo 


483B6 


3337 


3544 


NM 002526 


Hs 1 53952 2 00F-72 


1 




41F1 


2749 


3371 


X55740 


no. i uo3jz u 


1 


nlarontal rDNA rnritnn fnr ^'nurlonfirlaco /FP 11 7C\ 


44 C3 


1319 


1574 


X82206 


Hs. 153961 1.00E-130 


1 


alpha-centractin /cds=(66,1 1 96) /gb=X8 


64F12 


2578 


2713 


NM_022790 


Hs.1 54057 1.Q0E-26 


1 


matrix metalioproteinase 19 (WIMP19), transcri 


72E11 


.1886 


2717 


U38320 


Hs.154057 0 


15 


clone rasi-3 matrix metalioproteinase RASI-1 


165H12 


414 


663 


AW970676 


Hs.1 54172 2.00E-22 


1 


EST382759 cDNA /gb=AW970676 /gi=81 60521 /ug= 


37A4 


1151 


2746 


M31210 


Hs 154210 0 

no, I 3*Tt IU U 


o 


onHntKolial rltffiaranHofrnn nmfain / or\ 1 \ nana mQ 

ciiuuiiiciidi uiucicnuaiiun protein ^cuy* i j g&r ic mrv 


597F4 


1125 


2395 


NM 001400 


Hs 154210 0 


11 


pnrinthptifll rliffprpntiatinn cnhinnnlinlH n 


106F2 


24 


1657 


U22897 


Hs.1 54230 0 


2 


nudear domain 1 0 protein (ndp52) mRNA, comple 


.466E2 


116 


373 


AB023149 


Hs.154296 1.00E-131 


2 


mRNA for KIAA0932 protein, partial cds /cds=(0 




1386 


1743 


ML I I rODD 


ns.io*)<3ZU u 


1 


CUNA Ut\ripDbbJlo4 (TTom done UtSJ-ipoooJl 


J DOC id. 


AAQO 






nS.IMooz U 


1 


t^fAAn04 0 mama nnmnlolc «J« /«J»-/CO 1AO H \ / 

KIAA0Z12 gene, complete cds /cds^toojZujI) / 


IOOU \£. 


O 1 HO 


OODO 


INM_yl40f 4 


nS.1o433Z U 


2 


KIAA0212 gene product (KIAA0212), mRNA /cds=( 


OOrM 


OO 


O 1 O 




ns.lo4ooo u 


1 


cis-acting sequence /cds=UNKNUWN /gb=rvi8Zoo2 
/gi=180 


37C1 


4320 


4776 


AB028999 


Hs.1 54525 0 


1 


for KIAA1076 protein, partial cds /cds=(0 


98D2 


2317 


4907 


NMJ)00104 


Hs. 154654 0 


6 


cytochrome P450, subfamily I (dioxrn-indudbl 


37C4 


4445 


4907 


U03688 


Hs. 154654 0 


3 


dioxin-indudble cytochrome P450 (CYP1B1) mRNA, 


464A5 


1418 


2027 


NM_006636 


Hs.1 54672 0 


3 


comp 

methylene tetrahydrofotate dehydrogenase (N 


36C5 


615 


1689 


X16396 


Hs.1 54672 0 


7 


NAD-dependent methylene tetrahydrofolate d 


67C8 


1 


397 


U85773 


Hs. 154695 0 


1 


phosphomannomutase (PMM2) mRNA, complete cds 














/cds={ 


525D3 


2084 


2533 


NMJ)02651 


Hs. 154846 0 


1 


phosphatidylinositol 4-kinase, catalytic b 


109A7 


1979 


3148 


D10040 


Hs.154890 0 


2 


for long-chain acyl-CoA synthetase, compl 


167F6 


1817 


3359 


NM_021122 


Hs.154890 0 


8 


fatty-add-Coenzyme A Hgase, long-chain 2 ( • 
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182A1 


344 


793 


NM_021B25 


Hs.1 54938 0 


1 


hypothetical protein MDS025 (MDS025), mRNA / 


104E2 


1254 


1752 


D87450 


Hs.1 54978 0 


1 


KIAA0261 gene, partial cds /cds=(0,3865) /gb 


519G10 


4912 


5303 


NM_003489 


Hs.155017 0 


1 


nuclear receptor interacting protein 1 (NRIP1 


595C6 


4067 


4631 


NMJ)06526 


Hs.1 55040 0 


2 


zinc finger protein 217 (ZNF217), mRNA /cds=(2 


105D4 


1768 


2418 


L42373 


Hs.1 55079 0 


1 


phosphatase 2A B56-atpha (PP2A) mRNA, complete 


174B7 


1768 


2320 


NMJ506243 


Hs.155079 0 


1 


protein phosphatase 2, regulatory subunit B ( 


75G4 


920 


1775 


X59066 


Hs.1 551 01 0 


2 


mitochondrial ATP synthase (FI-ATPase) - alpha 


523G12 


20 


848 


NM 004681 


Hs 155103 0 


3 


sukarvotic translation initiation Factor 1A 


74D7 


292 


1094 


M16942 


Hs 1 551 22 0 


3 


MHC class II HLA-DRw53-associated arvcnnrotein 
beta- 


137D4 


2500 


2822 


AL049761 


Hs.155140 1.00E-176 


1 


DNA sequence from clone RP5-863C7 on 














chromosome 20p12 


471 B5 


908 


.1168 


AK023379 


Hs.155160 1.00E-141 


1 


cDNA FU13317 fis. clone OVARC1001577, highly 


176C9 


2104 


2635 


NM_0036S4 


Hs.1 551 72 0 


1 


adaptor-related protein complex 3, beta 1 sub 


99F5 


212 


671 


NM_0O5642 


Hs.1 551 88 0 


1 


TATA box binding protein (TBP)-associated fac 


166E9 


1215 


1637 


U 18062 


Hs 155188 0 


1 


TFIID subunit TAF1I55 (TAFI155) mRNA mmnlpfp rria 
/C 


163A11 


60 


3052 


AL162086 


Hs.155191 0 


8 


cDNA DKFZp762H157 (from clone DKFZp762H1 


71 E4 


44 


558 


NM_Q03379 


Hs.155191 1.00E-175 


4 


vBlin 2 (ezrin) (VIL2), mRNA /cds=(1 17,1 877) 


145D8 


2135 


2669 


L47345 


Hs.155202 0 


1 


elongin A mRNA, complete cds /cds=(32,2350) /g 


477H9 


357 


2812 


NWL014670 


Hs.155191 0 


2 


KIAA0005 gene product (KIAA0005), mRNA/cds=( 


58D8 


38 


336 


NMJ500518 


Hs.155376 1.Q0E-1Q0 


1 


hemoglobin, beta (HBB), mRNA /cds=(5G,493) /g 


48F11 


576 


2131 


NM_00S164 


Hs.1 55396 0 


2 


nuclear factor (erythroid-derived 2)-like 2 


65G11 


426 


1179 


S74017 


Hs 155396 0 


1 


act 


480G12 


852 


1246 


NWL001352 


Hs.155402 0 


1 


D site of albumin promoter (albumin D-box) bind 


182B12 


245 


592 


NMJ)QS899 


Hs.155410 0 


1 


isocitrate dehydrogenase 3 (NAD+) beta (IDH3B 


599C9 


3188 


3487 


NMJJ21643 


Hs.1 55418 1.00E-163 


1 


GS3955 protein (GS3955), mRNA /cds=( 1225,2256 


68H2 


563 


1749 


AF037448 


Hs.1 55489 0 


2 


RRM RNA binding protein Gry-rbp (GRY-RBP) mRNA 


173F6 


1243 


1811 


AF208043 


Hs.1 55530 0 


2 


IFI16b (IFM6b) mRNA, complete cds /cds=(264,2 


170B3 


1051 


1342 


D50063 


Hs.155543 1.00E-139 


1 


proteasome subunit p40_/ Mov34 protein, comp 


590E9 


494 


1323 


NM.002811 


Hs.1 55543 0 


2 


proteasome (prosome, macropain) 26S subunit, 


522D11 


1463 


1710 


AB029003 


Hs.1 55546 1.00E-138 


2 


mRNA for KIAA1080 protein, partial cds /cds=(0 


587A8 


3514 


3923 


NMJJ01746 


Hs.1 55560 0 


1 


calnexin (CANX), mRNA /cds=(89,1867) /gb=NM_0 


39A5 


830 


1474 


D63878 


Hs.1 55595 0 


1 


K1AA0158 gene, complete cds/cds=<258,1343) 


167F5 


745 


2735 


NM 004404 


Hs 1 55595 0 


3 


npiiral nrflcURflf ppII pynrnQsnH ripvplrmmpntp 


106E10 


1922 


2340 


U15173 


Hs 155596 1 00E-179 


2 


BCI_2/adenovirus E1B 1 9kD-mteractina Dratein 


524A8 


1639 


2229 


NM_014666 


Hs.1 55623 0 


1 


K1AA0171 gene product (KIAA0 171), mRNA/cds=( 


166D6 


12177 12974 


U47077 


Hs.1 55637 0 


3 


DNA-dependent protein kinase catalytic subuni 


488A10 


1961 


2426 


NMJW2827 


Hs.1 55894 0 


3 


protein tyrosine phosphatase, non-receptor t 


65D6 


696 


1107 


S68271 


Hs.1 55924 0 


3 


cyclic AMP-responsive element modulator (CRE 


113E8 


682 


1435 


NMJ304054 


Hs.1 55935 0 


1 


complement component 3a receptor 1 (C3AR1), mR 


105F10 


119 


1591 ■ 


U62027 


Hs.1 55935 0 


3 


anaphylatoxin C3a receptor (HNFAG09) mRNA, 














complete 


111C1 


4122 


4779 


NM_005541 


Hs.155939 0 


5 


Inositol polyphosphate-5-phosphatase, 145kD 


40A9 


1727 


2300 . 


D76444 


Hs.1 55968 0 


1 


hkf-1 mRNA, complete cds /cds=(922,2979) /gb= 


124F1 


1464 


2121 


NMJJ05667 


Hs.1 55968 0 


1 


zinc finger protein homologous to Zfp103 in mo 


481 E1 2 


2237 


2691 


NMJK)3588 


Hs.1 55976 0 


1 


cullin 4B (CUL4B), mRNA /cds=(78,2231) /gb=NM 


109H3 


36 


440 


NM_G20414 


Hs.1 55966 0 


1 


DEAD/H (Asp-Glu-Ala^Asp/His) box polypeptide 


193B10 


1103 


1892 


AK024974 


Hs.1 561 10 1.00E-180 


5 


cDNA: FU21321 fis, clone COL02335, highly sim 


463H6 


26 


149 


AI337347 


Hs.1 56339 5.00E-57 


1 


tb98e10.x1 cDNA, 3' end /clone=IMAGE:2062410 


107H5 


34 


253 


AI146787 


Hs.1 56601 7.Q0E-93 


1 


qb83fD2.x1 cDNA, 3' end /clone=IMAGE:1706715 


517E8 


209 


822 


NMJ)15646 


Hs.1 56764 0 


3 


RAP1B, member of RAS oncogene family (RAP1B), 


478H11 


456 


768 


NM_005819 


Hs.157144 1.00E-172 


1 


syntaxin 6 (STX6), mRNA /cds=(0.767) /gb=NMJ) 
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463G12 


44 


283 


AI351144 


Hs. 157213 3.00E-95 


1 


qt23f10.x1 cDNA, 3* end /clone=IMAGE: 1948459 


52QA2 


2359 


2565 


BC001913 


Hs.157236 1.00E-95 


2 


Similar to membrane protein of cholinergic sy 


473A8 


2944 


3570 


AK026394 


Hs.157240 0 


1 


cDNA: FU22741 fis, clone HUV00774 














/cds=UIMKNOW 


464D5 


433 


601 


AW207701 


Hs. 15731 5 8.Q0E-37 


1 


UI-H-BI2-age-e-03-0-Ul.s1 cDNA, 3' end /don 


464B8 


288 


633 


BF1 84881 


Hs.1 57396 2.00E-99 


1 


601B43755F1 cDNA, 5 1 end /done=IMAGE:4O64508 


463A6 


225 


554 


AW976630 


Hs.157447 1.Q0E-169 


1 


EST388739 cDNA /gb=AW976630 /gi=81 67861 /ug= 


464G10 


423 


661 


AI356405 


Hs. 157556 1.00E-103 


1 


qz26g04.x1 cDNA, 3' end /done=IMAGE:2028054 


464H3 


396 


642 


AI568755 


HS.1 57564 1.G0E-123 


1 


th15f03.x1 cDNA, 3' end /done=IMAGE:21 18365 


466C1 


110 


384 


AI760026 


Hs. 157569 t.OOE-135 


1 


Wh83c05.x1 cDNA, 3* end /done=IMAGE:2387336 


465A2 


11 


178 


AI823541 


Hs.157710 1.00E-79 


1 


Wh55c11.x1 cDNA, 3' end /done=IMAGE:2384660 


464A8 


2000 


2248 


AK023779 


Hs.1 57777 1.00E-1 34 


1 


cDNA FU13717 fis, clone PLACE2000425 /cds=UNK 


464G1 


122 


447 


AI361761 


Hs. 157813 1.00E-163 


2 


qz19a07.x1 cDNA, 3' end /done=IMAGE: 202 1940 


464G7 


293 


395 


AI361849 


Hs.1 57815 4.00E-30 


1 


qz19h11.x1 cDNA, 3' end /done=IMAGE:2022021 


145B8 


238 


598 


BF303931 


Hs.1 57850 1.00E-179 


3 


601886564F2 cDNA, 5' end /done=IMAGE:41 20574 


115D1 


111 


712 


NM_000661 


Hs.157850 1.Q0E-159 


2 


ribosomal protein L9 (RPL9), mRNA /cds=(29,607 


102F8 


4161 


4818 


AB023198 


Hs.158135 0 


1 


for KIAA0981 protein, partial cds /cds=(0 


597H12 


1253 


2625 


NM_000593 


Hs.1 58164 0 


5 


ATP-binding cassette, sub-famDy B (MDR/TAP), 


465A3 


172 


342 


T78173 


Hs. 158193 5.00E-64 


1 


yd79c05.r1 cDNA, 5' end /done=IMAGE:1 14440/ 


465H8 


740 


1171 


NM_006354 


Hs.1 581 96 1.00E-149 


1 


transcriptional adaptor 3 (ADA3, yeast homoto 


59H12 


1646 


6883 


NM.002313 


Hs.1 58203 0 


4 


adin-binding LIM protein (ABLIM), transcript 


464A2 


32 


549 


NM_004571 


Hs.1 58225 0 


1 


PBX/knotted 1 hoemobox 1 (PKNOX1), mRNA/cds=( 


124F12 


6603 


6907 


AB007915 


Hs.158286 1.00E-172 


1 


mRNA for KIAA0446 protein, partial cds /ods=(3 


519F5 


80 


268 


All 99223 


Hs.158289 1.00E-86 


1 


q!47c06.x1 cDNA, 3' end /done=l MAGE: 1 859626 


463F8 


33 


286 


BF433857 


Hs.158501 1.00E-123 


1 


7q71b07.x1 cDNA /done=IMAGE /gb=BF433857 /g 


137A8 


204 


452 


AI370965 


Hs.1 58653 5.00E-32 


1 


ta29b11 JC1 cDNA, 3' end /done=IMAGE:2045469 


466A11 


1 


565 


BE676408 


Hs.1 58714 0 


1 


7f29b11.x1 cDNA, 3' end /done=IMAGE:3296061 


73C2 


5 


396 


AW362008 


Hs. 158794 0 


1 


PM2-CT0265-21 1 099-002-d04 /gb=AW362008 


465C6 


242 


433 


AI3781 1 3 
nioi Olio 


Hs 1 58877 1 00F-95 


■\ 


lUJUUI^.Al UJIVt, O cliU /UlUllc— UvlM.otl.iU/ / U 


465C2 


29 


153 


AI378457 


Hs.1 58894 4.00E-60 


2 


tc79d10.x1 cDNA, 3' end /clone=IMAGE:2072371 


465C10 


47 


442 


AI379953 


Hs.1 58943 0 


1 


tc81a07.x1 cDNA, 3' end /c!one=IMAGE:2072532 


477B9 


151 


396 


AI380220 


Hs.1 58965 1.00E-109 


2 


tf94a04.x1 cDNA, 3* end /clone=IMAGE:2 106894 


477B10 


1 


414 


AI380236 


Hs.1 58966 0 


2 


tf94b10.x1 cDNA, 3' end /done=IMAGE:2 106907 


466F8 


128 


233 


AJ380388 


Hs.158975 4.00E-30 


1 


tf96a03.x1 cDNA, 3* end /done=IMAGE:21 07084 
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AI478556 


Hs. 1 70777 2.00E-84 


1 


tm53e03.x1 cDNA, 3'end/clone=IMAGE:2161852 


472C5 


357 


474 


AI479022 


Hs.170784 1.00E-53 


1 


tm30a05.x1 cDNA, 3' end /done=IMAGE:2 158064 


477D6 


23 


407 


AI492034 


Hs.1 70909 0 


2 


tg06f12.x1 cDNA, 3* end/ctone=lMAGE:2108015 


ATI r\A 
4f 1 U4 


1 Q"7 

ior 


4 JO 


A MQ01 fll 

AI49£lol 


nS.l AUyiO I.UUc-lUD 


A 

1 


tgQTeOo.xi cuNA, 3 end /clone=lMAGfc:21 08098 


464F8 


'• 14 


142 


A1492651 


Hs. 170934 7.00E-53 


1 


qz18b10.x1 cDNA, 3* end /ctone=lMAGE:2021851 


466D3 


173 


461 


AI540204 


Hs.170935 1.00E-131 


1 


td10h12.x1 cDNA, 3' end telone=IMAGE:2075303 


478F10 


314 


461 


AI761144 


Hs.171004 4.00E-45 


1 


Wh97h01.x1 cDNA, 3' end /clone=IMAGE:2388721 


476E2 


187 


253 


AI494812 


Hs.171009 2.00E-30 


2 


qz17a03.x1 cDNA, 3* end /ctone=tMAGE:2021 740 


107G12 


2413 


2929 


AK024436 


Hs.171118 0 


1 


for FU00026 protein, partial cds /cds=(0 


478H3 


1237 


1509 


AL161725 


Hs.171118 1.00E-107 


1 


DNA sequence from clone RP11-165F24 on 














chromosome 9. 


477H10 


252 


489 


BE674709 


Hs.1 71 120 3.00E-87 


1 


7e94fD5.x1 cDNA, 3' end /cione=IMAGE:3292833 


477H11 


18 


521 


AI524202 


Hs.171122 0 


1 


th10d11.x1 cDNA, 3' end /clone=IMAGE:21 17877 


466C10 


24 


216 


BE816212 


HS.171261 8.00E-81 


1 


MR1-BN0212-280600-001-C06 cDNA /gb=BE816212 


470A4 


22 


562 


AI628893 


Hs.171262 0 


1 


ty95h02.x1 cDNA, 3' end /clone=IMAGE:2286867 


477C4 


216 


464 


AI540161 


HS.171264 1.00E-112 


2 


td10c10JCl cDNA, 3' end /clone=IMAGE:2075250 


519E12 


1 


321 


NMJ>16468 


Hs.171566 1.00E-167 


2 


hypothetical protein (LOC51241), mRNA/cds=( 


44C11 


5363 


5829 


AF012872 


Hs.171625 0 


1 


phosphatidylinosltol 4-kinase 230 (pi4K230) 


517D4 


19 


559 


NMJ503197 


Hs.1 71 626 0 


3 


transcription elongation factor B (Sill), pol 
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1 
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14 
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CO 
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232 
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mm find 041 
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chromosome 20 C 


596G12 


2472 


3152 


NM_001110 


Hs.172028 0 


5 


a disintegrin and metailoproteinase domain 10 


17GA5 


2438 


2767 


AK023154 


Hs.172035 0 . 


1 


FU13Q92 fis, done MT2RP3002147 /cds=<34 


469D11 


71 




A 1474074 


He 179070 0 




ti6Sh11 x1 cDNJA 3' end /clone=IMAGE 21 37221 


100G4 
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Hs 172081 3 QOF-94 


1 


rrtlinram-epneith/p T V-rvrJir AMP nhfienhoriipetpr 


524A11 




£9 1 f 


AI 110909 


He 17908Q 0 

MS. 1 /£U03 U 


20 


mRNA- cDMA DKFZd586I2022 ffrom clone DKFZdS86 


49A2 


929 


2845 


NMJ302568 


Hs.172182 0 


30 


poly{A)-binding protein, cytoplasmic 1 (PABP 


54C5 


929 


2484 


Y00345 


Hs.172182 0 


9 


polyA binding protein /cds=(502,2403) /gb=Y0 


586B1 . 


1042 


1504 


NM_002408 


Hs.172195 0 


1 


mannosy! (alpha-1 ,6-)-glycoprotein beta-1 2 


169H6 


5576 


5958 


D25538 


Hs. 1721 99 0 


1 


KIAA0037 gene, complete cds /cds=(265,3507) 


115G7 


4531 


4976 


NM_001114 


Hs.172199 0 


1 


adenylate cyclase 7 (ADCY7), mRNA ^=(265,35 


120F2 


1 


2496 


NMJD07363 


Hs. 172207 0 


11 


non-POU-domain-containing, octamer-binding 


74A3 


860 


1364 


Y11289 


Hs. 172207 0 


1 


p54nrb gene, exon 3 (and joined /cds=(1 36,1 551) 


60B7 


695 


1160 


NM_000202 


Hs. 172458 0 


1 


iduronate 2-suifatase (Hunter syndrome) (IDS 


479D10 


4059 


4347 


NMJ500632 


Hs.172631 1.00E-125 


1 


integrin, alpha M (complement component recep 


167B10 


1 


389 


NMJJ03761 


Hs.172684 0 


4 


vesicle-associated membrane protein 8 (endob 




17-70 


90"*r • 

dXJOO 


NM 001*34*; 


He 179RCJ0 1 00F-14Q 
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1 
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/gb=M8 


100G10 


3983 


4302 


AB037808 


Hs.172789 1.00E-149 


1 


for K!AA1 387 protein, partial cds /cds=(0 


515D9 


354 


548 


NM_004182 


Hs.172791 3.Q0E-65 


1 


ubiquitously-expressed transcript (UXT), mR 
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•a 


mRNA full lennth ineprt rRMA rlnnp PUROIMAf^F ^1 


460H10 


12 


490 


NM_016466 


Hs.172918 0 


1 


hypothetical protein (LOC51239), mRNA /cds=( 


*K)OUO 


0**/ w 
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He 17V»fl1 0 
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1 


ITlrMNAN IOI r\IMr\UOOU piOlclfl, pdlUctl WJa /VA4S - ^U, 


195B9 


380 
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NMJ)D5729 


HS.173125 0 


2 


peptldylprolyl lsomerase F (cydophiVm F) ( 


173H6 


6008 


6412 


NM.006283 


Hs.173159 0 


1 


transforming, acidic coiled-coil containing 


113E6 


142 


240 


AI554733 


Hs.173182 3.00E-49 


1 


tn27f08.x1 cDNA, 3' end /clone=lMAGE:21 68871 


56G8 


140 


630 


AK002009 


Hs.1 73203 0 


2 


FU11147 fis, done PLACE1006678, weakly 


69E6 


1 


463 


BF131656 


Hs.173205 1.00E-147 


8 


601820483F1 cDNA, 5' end /cione=!MAGE:4052348 


44A2 


6 


196 


X06347 


Hs.1 73255 1.00E-94 


1 


U1 small nuclear RNP-specific A protein /cds= 


149G1 


79 


498 


AY007165 


Hs. 173274 1.00E-117 


2 


clone CDABP0163 mRNA sequence /cds=UNKNOWN 


464F3 


53 


500 


AW005376 


Hs.173280 0 


1 


/g 

ws94al2.x1 cDNA. 3' end /cIone=IIWAGE:2505598 


587H5 


3299 


4083 


NM_014633 


Hs.173288 0 


2 


KIAA0155 gene product (KIAA0155), mRNA /cds=( 


499B9 


1032 


1923 


NM.012081 


HS.173334 0 


2 


ELL-RELATED RNA POLYMERASE li, ELONGATION 


54F11 


368 


1923 


U88629 


Hs.1 73334 0 


2 


FAC 

RNA polymerase II elongation factor ELL2, complete 


459A4 


2170 


2775 


AK001362 


Hs.1 73374 0 


1 


cd 

cDNA FU10500 fis, clone NT2RP2000369 /cds=UNK 
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124B1 


2566 


3019 


AB046825 


Hs.1 73422 0 


1 


mRNA for KIAA1605 protein, partial cds /cds=(3 


126H6 
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1626 


NMJD06363 


Hs.1 73497 0 


1 


Sec23 (S. cerevisiae) homolog B (SEC23B), mRNA 


596D5 


1233 


1365 


NM_004550 


Hs.173611 8.00E-63 


5 


NADH dehydrogenase (ubiquinone) Fe-S protein 


108C5 


1709 


1864 


AK022681 


Hs.173685 2.00E-83 


1 


FU1261 9 fis, done NT2RM4001682 /cds=(39 


583D12 


3 
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AK025703 


Hs.173705 0 


4 


cDNA: FU22050 fis, done HEP09454 /cds=UNKNOW 


70RR 
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DNA sequence from clone 1055C14 on chromosome 
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nf80h10.s1 cDNA, 3' end /done=IMAGE:926275 / 
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Hs 173737 0 
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/ 


471 B8 


5347 


5922 


NM_014832 


Hs.1 73802 0 


1 


KIAA0603 gene product (KIAA0603), mRNA /cds=( 


177F4 


1053 


1622 


U51166 


Hs.173824 0 


1 


G/T mismatch-spedfic thymine DNA glycosyiase 














mRNA, 


471C3 


396 


719 


AF277292 


Hs.173840 1.00E-176 


1 


C4orfl mRNA/cds=(0,281)/gb=AF277292/gi=96 


477F7 


2053 


2694 


U80735 


Hs.173854 0 


3 


CAGF28 mRNA, partial cds /cds=(0,2235) /gb=U80 


41 F3 


3595 


3890 


M37435 


Hs.173894 1.00E-143 


1 


macrophage-speeffic colony-stimulating factor (CSF 


460C8 


1542 


1939 


NM_014225 


Hs.173902 0 


1 


protein phosphatase 2 (formerly 2A), regulator 


458A9 


292 


414 


Af763121 


Hs.173904 4.00E-57 


1 


wi06d12.x1 cDNA, 3* end /clone=IMAGE:2389463 


170B10 


.1230 


3510 


AL1 37681 


Hs.173912 1.00E-176 


5 


cDNA DKF2p434M0326 (from done DKFZp434M 


126E10 


. 1061 


1795 


Z17227 


Hs.173936 1.00E-111 


2 


mRNA for transmebrane receptor protein /cds=(4 


72H7 


1210 


1907 


U08316 


Hs.1 73965 0 


2 


insulin-stimulated protein kinase 1 (ISPK-1) mRNA, c 


123G7 


554 


858 


NMJ)05777 


Hs.173993 1.00E-168 


1 


RNA binding motif protein 6 (RBM6), mRNA /cds=( 


469C8 


261 


528 


BE674902 


Hs.174010 1.00E-113 


1 


7e97a04.x1 cDNA, 3' end /clone=IMAGE:3293070 


117G6 


,2450 


2657 


NM_003089 


Hs.174051 1.00E-112 


1 


small nudear ribonudeoprotein 70kD potypept 


103A5 


. 4907 


5011 


NMJJ02209 


Hs.174103 1.00E-48 


1 


Integrin, alpha L (antigen CD11A (p180), lymph 


159F4 


333 


925 


AF261087 


Hs.174131 0 


7 


DNA-binding protein TAXREB107 mRNA, complete 


ooors 


ooo 


Q9fi 
a£D 


mm nrmo7n 


ns. 1 1 *noi u 


a 
O 


noosomai protein Lo (KPLo), mRNA /cds = (26,892 


187A2 


2993 


3464 


NWLQ01096 


Hs.174140 0 


2 


ATP dtrate lyase (ACLY), mRNA /cds=(B4,3401) 


41 C6 


3552 


3992 


X03663 


Hs.174142 0 


1 


o-fms proto-oncogene /cds=(300,3218) /gb=X0 


465G10 


199 


489 


BE674951 


Hs.174144 1.00E-152 


1 


7e97g10.x1 cDNA, 3' end /done=IMAGE:32931 54 


468H10 


28 


159 


AI524263 


Hs.174193 6.Q0E-62 


1 


th11g07.x1 cDNA, ^endVclone^lMAGE^HSOte 


99C7 


. 402 


733 


NM_006435 


Hs.174195 1.Q0E-179 


2 


interferon induced transmembrane protein 2 ( 


467E4 


162 


516 


BF062628 


Hs.174215 1.00E-157 


1 


7h62h05.x1 cDNA, 3' end /clone=IMAGE:3320601 


74E5 


2 


485 


D63789 


Hs.1 74228 0 


15 


DNA for SCM-1beta precursor, complete cds /cd 


470F11 


108 


305 


AI590337 


Hs.174258 1.GOE-104 


1 


tn49c03.x1 cDNA, 3' end /done=IMAGE:2171716 


463D2 


1 


194 


AV734916 


Hs.175971 1.00E-94 


1 


AV734916 cDNA, 5* end /done=cdAAHE1 1 /clone_ 


477E5 


75 
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AI380955 


Hs.176374 2.00E-33 


1 


tg18b08.x1 cDNA, 3* end /done=IMAGE:2109111 


473A9 


1 
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Hs.1 76430 1.00E-162 
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at04c02.x1 cDNA, 3* end /cione=IMAGE:2354114 


468C3 


24 
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117A6 


.1179 


1403 


AF1 16606 


Hs.177415 1.00E-112 
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hypothetical protein (HSPC155), mRNA/cds=(2 
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NMJ)02414 
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906 
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7 


done PP2464 unknown mRNA /cds=(675,2339) /gb 
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Hs. 177781 1.00E-144 
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Hs.1 77781 0 
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manganese superoxide dismutase (EC 1.15.1.1) 
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648 
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polyposis locus (DP1 gene) mRNA, complete cds 
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2126 


NM_002717 


Hs.179574 1.Q0E-131 


3 


protein phosphatase 2 (formerly 2A), regulator 


143F2 


242 


457 


NMJJ05771 


Hs.179608 1.00E-117 


1 


retinol dehydrogenase homolog (RDHLJ) mRNA/ 


111G7 


626 


898 


NMJ)02659 


Hs.179657 1.00E-153 
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plasminogen activator, urokinase receptor (P 


585D2 


61 


3189 


AL1 62068 


Hs.1 79662 0 
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ni^F7n7fi5(t:i 
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1627 


NM 000389 
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2087 
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1 


HSPC055 protein (HSPC055), mRNA /cds=(1400,19 


516B3 


4 


584 


NM_000975 


Hs.179943 1.00E-138 


2 


ribosomal protein L11 (RPL11), mRNA /cds=(0,53 


62F8 


24 


537 


X79234 


Hs.179943 1.00E-175 


1 


ribosomal protein L1 1 /cds=(0,536) /gb= 


471B11 


1990 


2496 • 


NM_005802 


Hs.179982 0 


1 


tumor protein p53-binding protein (TP53BPL), 


194B4 


693 


956 


NMJD04159 


Hs.1 80062 1.00E-112 


1 


proteasome (prosome, macropain) subunit, bet 


49D4 


1002 


1259 


NM_002690 


Hs.1 801 07 1.00E-125 


1 


Dolvmerase f DNA directecft beta (PDLB^ mRNA 


184A11 


26 


515 


AK024823 


Hs 180139 0 


2 


r i iu • "| l.uji its \jnoiuwo, iiiyniy siin 


593A8 


43 


535 


NM 006937 


Hs 180139 0 


13 


oivi i a ^ouppiciit>ui ui rnir iwu o, yt?at>i; nomoiog t 


61D10 


102 


722 


AF161415 


Hs 180145 0 

1 IO, IUU l^w V 






17BA4 


131 


628 


NM 017924 


Hs 180201 0 


2 


hvmnthpttiral nrntotn PI I5HR71 /PI !90R7i\ mR 
nypuuiciiudi proiain ruj^uo/ I ^rLj^uorl/, mrv 


463H9 


54 


171 


NM 005507 


Hs 180370 1 ODE-60 




mfilin 1 ^^on-mll<;rJp^ /PF1 1\ mRMA f% 
uuiiiui i ^iiuii-iuubmc; ^orL i ), ntr\iMM /lajs- \u \ ,u 


162B9 


2139 


2386 


AB013382 


Hs.1 80383 1.00E-124 


1 


for DUSP6, complete cds 7cds=(351,1496) / 


190B7 


1743 


2366 


NM_001946 


Hs. 180383 1.00E-124 


2 


dual specificity phosphatase 6 (DUSP6), trans 


589B11 


21 


1566 


NM_006597 


Hs.1 8041 4 0 


11 


heat shock 70kD protein 8 (HSPA8), mRNA/cds=(8 


73G2 


21 


1567 


Y00371 


Hs.1 8041 4 0 


16 


hsc70 gene for 71 kd heat shock protein 














/cds=(83,2023) 


62G1 


985 


1559 


X89602 


Hs.1 80433 0 


1 


rTS beta protein /cds=(17,1267) /gb=X896 


98F9 


1479 


3653 


L38951 


Hs.1 80446 0 


9 


importin beta subunit mRNA, complete cds /cds=( 


590F12 


283 


614 


NM_001026 


Hs.1 80450 0 


1 


ribosomal protein S24 (RPS24), mRNA /cds=(l42, 


597F2 


2670 


3046 


AF1 87554 


Hs.180532 0 


47 


sperm antigen-36 mRNA, complete cds /cds=(234 l 


482E2 


85 


366 


AL571386 


Hs.1 80546 1.00E-106 


1 


AL571386 cDNA/cIone=CSODI009YL09-(3-prlme) 
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ODc. 




lio. 1 OUO'-t J I.UUC-I*40 


1 
i 


Duiuoyouyri cl/imav, o eno /cione— iiviaoc. J44o^oo 


68G8 


1447 


3594 


Ar 1 <£oUy4 


Up 4 qaccc n 


o 


apizhvILT tuston protein (API2-MLT) mRNA, comp 


180B9 


1851 




N1VI — UUzUo/ 


ns. louo/ / i.uut-loU 




granuim (gkn), rnr<i\A/cas-^o2,io43) /gD— nwmju 


Dl fc4 


QOft 

ooU 




mm nn^rifiA 

NIVl^ UUOUOD 


ns. louoiu u 


e 
D 


splicing factor proline/glutamine rich (poly 


50G4 


880 


1280 


X70944 


Hs.180610 0 


1 


PTB-associated splicing factor /cds=(85 


127C8 


317 


3175 


AK023143 


Hs.180638 0 


5 


cDNA FU13081 fis, clone NT2RP3002033 /cds=(17 


125E2 


287 


1692 


AL1 17621 


Hs.180777 0 


2 


mRNA; cDNA DKFZp564M0264 (from clone ' 














DKF2p564 


521 F11 


1969 


2431 


AF1 26964 


Hs. 180799 0 


1 


C3HC4-type zinc finger protein (LZK1) mRNA, co 


479C11 


1186 


2245 


AK000271 


Hs.180804 1.00E-155 


2 


cDNA FU20264 fis, clone COLF7912 














/cds=UNKNOWN 


479C2 


732 


911 


NM_001242 


Hs. 180841 3.00E-62 


1 


tumor necrosis factor receptor superfamily, m 


596D2 


67 


942 


. NM_000977 


Hs. 180842 0 


11 


nbosomal protein L13 (RPL13), mRNA /cds=(51 ,6 


41 E9 


684 


1779 


AL050337 


Hs.180866 0 


2 


DNA sequence from clone 503F13 on chromosome 














6q24.1-25 


196C10 


679 


1338 


NM_000416 


Hs. 180866 0 


2 


interferon gamma receptor 1 (IFNGR1), mRNA/cd 


99A10 


1 


1655 


AF21 8029 


Hs. 180877 0 


11 


clone PP781 unknown mRNA /cds=(1 13,523) /gb=A 


Duns 


i 


IO£U 




ns. louof / u 


ft 
u 


hH^ npnp fnr hietnnp* H*^ 1 /rriess/m 49n^ /nKu=7 
iinj.JD ye lie iui nisLuno rw-o /W5"\ iu^^u/ 'yu l 


160G1 


2065 


2538 


AF045555 


Hs. 180900 0 


2 


wbscrl (WBSCR1) and wbscrS (WBSCR5) genes, 
com 


596B1 


5 


860 


mm nmnrifl 

INIVI^UU 1 UUO 


He 1RDQ11 0 


5 


lu/usuiiidi ptviciii o*t, i "iiiiAcu I ^, iiirvivA 




1fi*\7 

1 QDf 


9591 




He 1RftQ<%9 n 
nb. lOUsjt U 


i 


r nNA PI l9f!9Q9 fie rinno HFP0S^74 /rrlcs/91 A AC) 

UJIW VL*J£\J£.13£. IIS, UOIIB ntrujO/'* /lAJb— \t I, l**U 


fOU Iv 


OA 


IOQO 


A YfMT71 1 R 


ns. io i u i o u 


q 
o 


Hnnp PnARPfinflR mRNA <y^niipnrp /rHe=/9f) 7ftd\ / 


46H2 


105 


1661 


NM_002629 


Hs.181013 0 


5 


phosphoglycerate mutase 1 (brain) (PGAM1), mR 


lU/O IU 




*W97 


AWTOAIQI 

/Af\U^*f Oi7 1 


He 1R1RA7 0 
na. 1 0 1 U*rO U 


4, 


PI 114^90 fie rlnnn PI APP4.nnn95Q hinhlv 

rLJ 1 IS, UlUItU r i-rVOC^fUUU-fcOS, Illy Illy 


179A1 


22 


908 


AKA01 Q**4 


He 1R1119 fl 
ns. io i i \c u 


2 


R 11 1 079 fis nlnnp PI APF1 fiftdQft? /rri«f9 

rLJ I 1 VI £. IIS, WWJ IB rLnvC 1 /UUa~^ 


1 lOUD 




11 

1 I^U 


KIM niil4££ 
l>liVJ_U 1 *t 1 Do 


He 1R1119 n 
ns. iDi i i & v 




HQPP19R nmtain fH^PP19A\ rnRNA /rrlc— ft^7\ 
nor V/ 1 pioioin i £o/, iiiinimm rcus~\43|00 1 ) 








/\J f OU9 


He 1P119<5 1 nflP-17^ 
nS. la 1 ICJ I.V/UC-IZO 


1 

i 


rcaiianyca iiiiinunuyiuuuun idinoua iiyni cndin rnr\i>m 

/c 


59SB10 


499 


1198 


NM 005517 


Hs 181163 0 


2 


Wnh-mnhiRtv oroun fnnnhietnriR rJ^mmnenmah 


74A12 




1674 




He IRHfiR n 
ns. io i iw u 


1Q9 


Fl I??QP7fi<; rlnnp KAT1 1 QB? htohlv sim 


QQHfl 

5?»no 


IU/ 5> 


97A9 


OOUU 14 14 


He 1R11R^ n 
ns. io 1 1 od u 


9fif» 


eUrval yOlJC lldl lbldllUll clOrly dllOIl TdClUI I 


70F10 


144 


840 


AB015798 


Hs.181195 0 


1 


HSJ2 mRNA for DnaJ homotog, complete cds /cds= 


DtC IU 


79 


two 


RP_nn9AAR 


He 1R11Q5 n 
ns. IO I 1 3D u 


O 

c. 


KAD 1 nana fnr o momWo r nf nmlain famiTx# ^Inno 

iviKJ yene iui d ineiiiutjr or pi me in rainiiy, none 


CQ7CC 


4 4 4 n 

i ny 




iNivi_uuib/o 


ns.lol^W U 




activating transcription factor 4 (tax-respon 


109D8 


825 


1233 


D32129 


t_i«. a rsA 0 ^ A A n 

HS. 181 244 0 


1 


HLA ciass-l (HLA-A26) heavy cnam, complete c 


593H10 


465 


1222 


NM_G 16057 


LI _ 4 ft 4 T74 f\ 

Hs.181271 0 


3 


CGH20 protein (LOC51644), mRNA /cas=(37, 570 


127H10 


4782 


5154 


ABD20335 


Hs. 18 1300 0 


1 


Pancreas-specific TSA305 mRNA , complete cds 


150F7 


509 


1238 


M11353 


• it- AOAt/Vt 4 AAC 4*TC 

HS.181307 1.UUfc-175 


5 


H3.3 nistone class C mRNA, complete cos 














/cds=(374,784) 


127F7 


895 


1057- 


NM_002107 


Hs.181307 3.00E-85 


2 


H3, histone, family 3A (H3F3A), mRNA /cds=(374,7 


39H10 


6 


416 


BF675042 


Hs.181357 0 


7 


60208401 1F1 cDNA, 5' end /ctone=IMAGE:42481 95 


99G12 


193 


842 


NMJ)02295 


Hs.181357 0 


28 


laminin receptor 1 (67kD t nbosomal protein SA 




312 


1084 


[Vl/iU4oU 


Lin 4 o 4 OCC n 

Hs.lolooo 0 


4 


IVIHC class ii HLA-DK«<)eta (DR2-DuW1/UR4 DQW3) 














mRNA, co 


71H11 


' 748 


1096 


NMJJ02125 


Hs.181366 1.00E-176 


1 


major histocompatibility complex, class II, 


56E4 


272 


521 


AI827911 


Hs.181400 1.00E-126 


1 


wf34e1 1 j<1 cDNA, 3' end /clone=IWJAGE:2357516 


170F6 


5255 


5724 


D63486 


Hs.181418 0 


1 


KIAA0152 gene, complete cds /cds*(1 28,1006) 


464A11 


5981 


6322 


NMJ)14730 


Hs.181418 1.00E-159 


1 


KIAA0152 gene product (K1AA0152). mRNA /cds=( 


514F6 


1 


232 


AW955745 


Hs.181426 1.00E-117 


1 


EST367815 cDNA /gb=AW955745 /gi=8145428 /ug= 


177E2 


690 


947 


U81002 


Hs.181465 1.00E-130 


2 


TRAF4 associated factor 1 mRNA, partial cds /c 


99B5 


260 


1660 


NM 001549 


Hs.181874 0 


6 


interferon-induced protein with tetratricope 
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595H9 


104 


645 


M90356 


Hs.181967 0 


1 


BTF3 protein homologue gene, complete cds 














/cds=(0,644 


67E2 


1057 


1782 


AK026664 


Hs.182225 4.Q0E-85 


3 


FLJ23011 fis, clone LNG00572 /cds=(288,7 


19QA3 


319 


1615 


NM.014052 


Hs.182238 0 


7 


GW128 protein (GW128), mRNA /cds=(698,889) /g 


140B10 


1770 


2034 


U46751 


Hs. 182248 2.00E-92 


1 


pnospnotyrostne independent ligana p62 for the Lck S 


158H11 


371 


597 


D50420 


Hs.182255 1.0QE-126 


1 


OTK27, complete cds /cds=(94,480) /gb 


584A12 


95 


1397 


NMJ>05008 


Hs. 182255 0 


3 


non-histone chromosome protein 2 (S. cerevisia 


40G2 


735 


908 


Y00503 


Hs. 182265 7.00E-41 


1 


keratin 19 /cds=(32,1234) /gb=Y00503 /gi=340 


596E7 


1 


886 


NMJ501743 


Hs. 182278 0 


3 


calmodulin 2 (phosphorylase kinase, delta) (C 


129E10 


36 


350 


L29348 


Hs. 182378 1.00E-174 


2 


granulocyte-macrophage colony-stimulating 


487G1 


184 


934 


NM_002952 


Hs. 182426 0 


3 


ribosomal protein S2 (RPS2), rnRNA /cds=(240,90 


517G6 


126 


1497 


NM_005742 


Hs. 182429 0 


4 


protein disulfide isomerase-related protein 


60E12 


10 


1329 


M16342 


Hs.182447 0 


4 


nuclear ribonucleoprotein particle (hnRNP) C protein 


98E9 


10 


1184 


NM_004500 


Hs.182447 0 


8 


heterogeneous nuclear ribonucleoprotein C ( 


496A4 


87 


1835 


NM_014394 


Hs. 182470 0 


2 


PTD010 protein (PTD010), rnRNA /cds=(1 29,1088) 


110F11 


947 


1571 


AF061738 


Hs.182579 0 


2 


leucine aminopeptidase rnRNA, complete cds fed 


124E1 


1330 


1889 


NM.005739 


Hs.182591 0 


2 


RAS guanyl releasing protein 1 (calcium and DA 


143B2 


32 


565 


247087 


Hs. 182643 0 


1 


RNA polymerase II elongation factor-like 


103D2 


161 


538 


NM 001015 


Hs. 182740 8.00E-97 


5 


ribosomal Drotein S1 1 (RPS1 1) rnRNA /cds=M 5 4 


331 C2 


1310 


1585 


D64015 


Hs. 182741 1.00E-136 


1 


for T-cluster binding protein, complete c 


59E9 


27 


269 


BF245224 


Hs.1 82825 1.00E-1 05 


1 


601863885F1 cDNA, 5' end /c!one=IMAGE:4082396 


525E3 


12 


261 


NMJD07209 


Hs. 182825 1.00E-135 


2 


ribosomal protein L35 (RPL35), rnRNA /cds={27,3 


70C9 


189 


625 


BE963551 


Hs. 182928 1.Q0E-129 


1 


601657346R1 cDNA, 3' end /clone=IMAGE:3866266 


177B9 


14 


561 


BF242969 


Hs.182937 0 


2 


601877739F1 cDNA, 5' end 7clone=IMAGE:41 08289 


519H3 


34 


526 


NM_021130 


Hs. 182937 0 


1 


peptidyfpror/l isomerase A (cycbphilin A) ( 


159A5 


3163 


3579 


AK026491 


Hs.182979 1.00E-141 


2 


FLJ22838 fis, done KA1A4494, highly slm 


106G11 


2956 


3527 


AF204231 


HS.182982 1.00E-138 


2 


88-kDa Golgl protein (GM88) rnRNA, complete cds 


169A3 


2117 


2495 


M33336 


Hs. 183037 1.00E-105 


3 


cAMP-dependent protein kinase type l-alpha subunlt ( 


124H9 


2767 


2955 


NM_002734 


Hs. 183037 7.00E-91 


1 


protein kinase, cAMP-dependent, regulatory, 


107B3 


2877 


3182 


U17989 


Hs 183105 1 00E-170 


1 


nuclear autoantiaen GS2NA mRNA comotete cds / 


476A6 


538 


893 


NM 016523 


Hs 183125 0 

1 IO. IWV IM V 


1 


killer cell lactin-ltke receotor F1 (KLRF1 1 ! m 


75A1 




1999 


rU\Uw ItJiJ 


H«5 1fl^9Q7 (1 


• 


Fl 110*171 fi«3 Hnnp MT9RP9nn^191 wealths 


oy/ ti i 


y/ 


1656 


Mr <£4oy bo 


nS.loo4J4 U 


o 


n i uzo mKNA, complete cos /cas-pu/ ,i ioy; /go— 


124A2 


2015 


2756 


AK024275 


HS. 183505 0 


1 


cDNA FLJ14213 fis, Clone NT2RP3Q03572 /CdS=(11 


74F2 


2082 


2418 


U53347 


Hs. 1 83556 1.00E-1 77 


2 


neutral amino acid transporter B mRNA, complete cds 
/ 




1911 


IOOO 


NM nift^QQ 

Ifllll^ U I 0033 


no. lOODDD U 


1 
i 


Vl^iNO piuluin \nOrYiLOOoOZJ, »Tir\lNr\ /COS- lOOU/ 


594H12 


1718 


3458 


NM 001418 


He Ifi^fifld 0 

no, 10000** VI 


A 
** 


oiikarvntir tranclatinn imHatirtn factor ^ n 


61H11 




2024 


U73824 


no. i oooot u 


fS 


nQ7 mRNA rnmnlpfp rri<t /rH«;=/^nR *^n9Q\ 














/gb=U73824 /g 


75H7 


342 


2258 ' 


M26880 


Hs. 183704 0 


7 


ubiquitin mRNA, complete cds /cds=(1 35,21 92) 














/gb=M26 


599E7 


2306 


3111 


D44640 


Hs.1 83706 0 


6 


HUMSUPY040 cDNA /clone=035-00-1 /gb=D44640 / 


518H4 


1554 


1973 


NM_002078 


Hs.183773 0 


1 


golgi autoantigen, golgtn subfamily a, 4 (GOL 


520C3 


98 


255 


NMJ)18955 


Hs.1 83842 3.00E-64 


1 


ubiquiUn B (UBB), mRNA /cds={94,783) /gb=NM - 


102C11 


1730 


1808 


M15182 


Hs.1 83868 8.00E-33 


2 


beta-glucuronidase mRNA, complete cds 














/cds=(26,1981 


523D3 


1730 


2183 


NMJ500181 


Hs.183868 0 


2 


glucuronidase, beta (GUSB), mRNA /cds=(26, 198 


187A12 


122 


828 


NM_003589 


HS.183874 0 


1 


cullin 4A (CUL4A), mRNA /cds=(1 60,21 39) /gb=N 


156F4 


228 


907 


AF 11 9665 


Hs.1 84011 0 


4 


inorganic pyrophosphatase complete cds 


525B8 


225 


791 


NM_021129 


Hs. 184011 0 


2 


pyrophosphatase Anorganic) (PP), nuclear ge 


589B1 


3 


394 


NM_000993 


Hs.184014 0 


10 


ribosomal protein L31 (RPL31), mRNA /cds=(7,38 
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99D6 


3909 


4308 


NM_004985 


Hs.184050 1.00E-145 


1 


v-KJ-ras2 Klrsten rat sarcoma 2 viral oncogene 


166B3 


12 


345 


BE964596 


Hs. 184052 1.00E-90 


1 


601658521R1 cDNA, 3' end /clone=IMAGE:3885796 


591 G6 


1348 


1958 


NMJJ22152 


Hs. 184052 0 


3 


PP1201 protein (PP1201), mRNA /cds=<66, 1001) 


114E11 


1780 


1942 


AK025645 


Hs.184062 4.00E-59 


1 


cDNA: FU21992 fis, clone HEP06554 /cds=(60,84 


597E4 


8 


407 


NM_00u98Z 


MS. 1841 03 1.Q0E-114 


6 


ribosomal protein L21 (gene or pseudogene) (RP 


162C5 


295 


1062 


L41887 


HS. 1841 67 0 


3 


splicing factor, arginine/serine-rich 7 (SFR 


109F6 


151 


749 


AF054182 


Hs.184211 0 


1 


mitochondrial processing peptidase beta-subu 


462C6 


4590 


5087 


NM_015001 


Hs. 184245 0 


1 


KIAA0929 protein Msx2 interacting nudear tar 


517D1 


1510 


1935 


NM_004252 


Hs. 184276 1.00E-162 


7 


solute carrier family 9 (sodium/hydrogen exch 


55E3 


174 


427 


NM_018370 


Hs. 184465 1.00E-107 


1 


hypothetical protein FU11259 (FU1 1259). mR 


50F9 


2484 


3108 


AB023182 


Hs 184523 0 


1 




100A4 


297 


1941 


AK025730 


Hs 184542 1 0AF-14Q 


3 


R I99077 fis; rlnnp HFP1 ?7?A hlnhlv elm 


113D4 


950 


1623 


NMJJ16061 


Hs.184542 0 


1 


CGM27 protein (LOC51646), mRNA/cds=(1 25,49 


145D11 


41 


339 


BE730026 


Hs. 184582 1.00E-111 


1 


601562642F1 cDNA, 5' end /c!one=IMAGE:3832258 


595F4 


69 


548 


NMJJ00986 


Hs.184582 0 


1 


ribosomal protein L24 (RPL24), mRNA /cds=(39,5 


108H10 


250 


701 


U00946 


Hs.184592 0 


1 


clone A9A2BRB5 (CAC)n/(GTG)n repeat-containing 
mKN 


4JtJ0 


4399 


4483 


Ar 1 04032 


HS. 184601 3.UUE-24 


1 


L-type amino acid transporter subunit LAT1 mRN 


104MZ 


298 


1713 


NM_0 14999 


HS. 184527 0 


2 


KIAA01 1 8 protein (KIAA01 18), mRNA /cds=(255,9 


IZZto 


Ol3 


995 


Ar 035307 


|_J _ A OA C n~T A 

HS. 184597 0 


2 


Clone 23785 mRNA sequence rcds= UN KNOWN 














/gb=AF 


40H2 


66 


2605 


M37197 


Hs.184760 1.00E-177 


4 


CCAAT-box-binding factor (CBF) mRNA, complete cds 
/c 


514E4 


29 


519 


mm nnnQRd 




3 




589A7 


736 


983 


AK025533 


Hs.184793 1.00E-138 


1 


cDNA: FU21880fis, clone HEP02743 /cds=UNKNOW 




1Q1ft 


91 57 


At C\AV7RO 


He IftAQ'to R finF-A^ 

ns. iohcjoo o.uuc-oo 


0 


K|r>\/a| hiin^on nana nMnninn 4/s i^hnmnenma 10 

iMOvei numan gene mapping 10 cnomosome 10 














/cds=UNKNOWN /gb=A 


462G9 


178 


398 


AI085568 


Hs. 185062 1.00E-76 


1 


oy68b05.x1 cDNA, 3* end /clone=IMAGE: 1670961 


470C12 


81 


333 


T98171 


HS.185675 1.00E-105 


1 


ye56c12.s1 cDNA, 3' end /clone=lMAGE:121750 / 


463F2 


3175 


3359 


NM_014685 


Hs.186840 1.00E-72 


1 


K1AA0355 gene product (KIAA0355), mRNA /cds=( 


461 E4 


907 


1118 


NMJ)18519 


Hs. 186874 4.00E-91 


1 


hypothetical protein PR02266 (PR02266), mRNA 


155A1 


53 


379 


AI619574 


Hs.187362 1.00E-109 


1 


ty50c09.x1 cDNA, 3' end /done=IMAGE:2282512 


461 C9 


2948 


3458 


NM_014504 


Hs. 187660 0 


1 


putative Rab5 GDP/GTP exchange factor homologu 


470F2 


5 


331 


BE646499 


Hs.187872 1.00E-156 


1. 


7e87h02jc1 cDNA, 3' end /clone=IMAGE:3292179 


68D12 


590 


740 


AW963239 


Hs.187908 4.Q0E-66 


1 


EST375312 /gb=AW963239 /gi=8153075 /ug= 


75H12 


2012 


2585 


AL 110269 


Hs. 187991 0 


1 


cDNA DKFZp564A122 (from clone DKFZp564A1 


167G4 . 


1474 


1958 


NMJ)15626 


Hs.1 87991 0 


1 


DKFZP564A122 protein (DKFZP564A122), mRNA /c 


137G3 


54 


197 


AI625368 


Hs.1 88365 2.00E-34 


46 


ts37c10.x1 cDNA, 3' end /do ne= IMAGE: 2230770 


4S4C12 


183 


404 


AA432364 


Hs.188777 7.00E-94 


1 


2w76a09.s1 cDNA, 3' end /clone=IMAGE:782104/ 


467E9 


29 


183 


AA576947 


Hs.188886 1.00E-63 


1 


nm82b04.s1 cDNA, 3' end /clone=IMAGE:l 074703 


467B4 


349 


459 


AI392805 


Hs.1 89031 2.00E-49 


1 


tg04h03.x1 cDNA, 3* end /clone=IMAGE:2107829 


461 E2 


242 


473 


BE674964 


Hs.1 90065 1.00E-1O9 


1 


7f11b09.x1 cDNA 3' end /clone=IMAGE:3294329 


466F4 


58 


295 


BG326781 


Hs.190219 1.00E-132 


1 


602425659F1 cDNA, 5* end /cbne=lMAGE:4563471 


465H4 


111 


558 


AA582958 


Hs.190229 0 


1 


nn80d08.s1 cDNA, 3' end /done=IMAGE:1090191 


470F9 


26 


529 


AI763206 


Hs.190453 0 


1 


wh95e09 jcI cDNA, 3' end /done=IMAGE:23B8520 


66H12 


1 


3459 


D00099 


Hs.190703 0 


5 


for Na,K-ATPase alpha-subunit, complete 


472E1 


338 


540 


AW294083 


Hs.190904 2.00E-46 


1 


U!-H-BI2-ahg-b-05-0-UU1 cDNA, 3' end /don 


522G10 


433 


970 


NM_003757 


Hs.192023 0 


2 


eukaryotic translation initiation factor 3, 


54G8 


29 


410 


AW838827 


Hs.1 921 23 0 


1 


CM1-LT0059-280100-108-602 /gb=AW838827 


465G4 


261 


515 


BF224348 


Hs.192463 1.00E-104 


1 


7q86c05j(1 cDNA /clone=IMAGE /gb=BF224348 /g 


468F9 


392 


487 


AI524039 


Hs. 1 92524 2.00E-36 


1 


tg99h02.x1 cDNA 3* end /clone=IMAGE:21 16947 


466C6 


111 


392 


AW972048 


Hs.192534 1.00E-153 


1 


EST384032 cDNA /gb=AW972048 /gi=8161789 /ug= 
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cm 
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DO 
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He 1 097^5 3 OflF-93 
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Rn99ft77ftRF1 n nMA *T onrl /HnnoH M A f5F -437^1 

oua^o/ /uori curMM, o enu /ciojic— iivir\V3C.*fOf o ioo 


169F9 


4138 


4890 


D87454 


Hs.1 92966 0 


1 


KIAA0265 gene, partial cds /cds=(0,1205) /gb 


118H10 


1104 


1858 


AK024263 


Hs.193063 1.00E-132 


2 


cDNA FU14201 fis, clone NT2RP3002955 /cds=UNK 


472F3 


28 


405 


BF062295 


Hs.1 93237 0 


1 


7k76b11jc1 cDNA, 3' end /clone=IMAGE:3481293 


40A5 


1933 


2611 


X12830 


Hs.1 93400 0 


1 


inteneukin-6 (IL-6) receptor /cds=(4o7,1o4 


63 B5 


327 


582 


AW959162 


Hs.1 93669 1.00E-103 


1 


EST371232 /gb=AW959162 /gi=8148846 /ug= 


52G10 


803 


1173 


M57627 


Hs.1 9371 7 0 


1 


Interleukin 10 (IL10) mRNA, complete cds 
















469F5 


2088 


2438 


AL1 10204 


HS.193784 1.00E-179 


1 


mRMA; cDNA DKF2p586K1922 (from clone ■ 
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oyon/ 


A AIR 


l no 


MM n1AR9fl 
INIVMJ14DAO 


u- iQiin , ac 1 nnp 110 
ns.iy4uoo i.uuc-iiy 
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r\lrv\ur Of gene piuQUvA ^INI/vwf O/ f t IllrvrvA /UUo— \ 




1 uo 


546 




H<5 1Q43B2 1 DOP-165 


1 


601462354F1 cDNA. 5' end /clone=1MAGE 3865861 


472F12 


1177 


1667 


AB036737 


Hs.194369 0 


2 


. mRNA for RERE, complete cds /cds=(636,5336) /g 


182E10 


11785 


13486 


U82828 


Hs.1 94382 0 


5 


ataxia telangiectasia (ATM) gene, complete cd 


*joor*t 


AOO 


Ann 

*mo 


MM 099790 




i 


F3 uhinuiHn liaae^ SMIJRF9 fSMURF?% mRNA /cd 


eaoryj 
DO-3UZ 


1 A9A 


1799 
1 r oa 


MM ft1A999 

IMIVI__U l*4AOA 


He 1QAR9A 1 nnP_13R 
rts. i .uu c- 1 oo 


i 
i 


iroctnloL^ieertniiitoH mpmhranp nrotoin 9 fev/nant 


OQLJO 

oono 


1 1QA 


IOAU 






1 


DMA nnlumprncp II enhiintf heRPRA npnp r/>mn]pffl 
rAlvA |JUiy( llClooC II oUUUIUL IlorVrD*t ycllc, LrUIHJJICLt? 

cds/ 


122H10 


5292 


5481 


NM_023005 


Hs.194688 4.00E-80 


1 


bromodomain adjacent to zinc finger domain, 1B 


186G9 


1 


1908 


AL1 36945 


Hs.1 947 13 0 


2 


mRNA; cDNA DKF2p586O012 (from done 














DKFZp586O0 


113F3 


1852 


2375 


NMJ500634 


Hs.1 94778 0 


1 


interleukin 8 receptor, alpha (IL8RA), mRNA / 


106 A3 


35 


404 


U11870 


Hs.194778 0 


1 


interleukin-8 receptor type A (IL8RBA) gene, promotB 


473B8 


1001 


1314 


AF319438 


Hs.194976 1.00E-172 


1 


SH2 domain-containing phosphatase anchor pro 


57F9 


442 


1934 


Y14039 


Hs.195175 0 


27 


mRNA for CASH alpha protein /cds=(481 ,1923) /g 


49E5 


2314 


2512 


NMJ)18666 


Hs.195292 2.00E-37 


1 


putative tumor antigen (SAGE), mRNA /cds=(167, 


473B10 


406 


532 


BE671815 


Hs.195374 1.00E-54 


1 


7a47c12.x1 cDNA, 3' end /c!one=IMAGE:3221878 


595B5 


59 


311 


AI653766 


Hs.195378 6.00E-46 


1 


ty01b06.x1 cDNA, 3' end /ctone=IMAGE:2277779 


60G4 


42 


1554 


D13642 


Hs.1 9551 4 0 


2 


KIAA0017 gene, complete cds /cds=(136,1335) 


473B9 


739 


927 


AF241534 


Hs.196015 2.00E-73 


1 


hydatidiform mole associated and imprinted (H 


99C10 


1075 


1424. 


NM.000294 


Hs.196177 1.00E-115 


1 


phosphorytase kinase, gamma 2 (testis) (PHKG2 


45H9 


956 


1405 


AF283645 


Hs.196270 0 


1 


folate transporter/carrier mRNA, complete cd 


54F9 


2567 


2954 


U04636 


Hs.1 96384 0 


1 


cydooxygenase*2 (hCox-2) gene, complete cds 
/cds=(1 


38F12 


401 


606 


AI984074 


Hs.196398 1.00E-104 


1 


wz56c02.x1 cDNA, 3' end /clone=IMAGE:2562050 ■ 


157G1 


403 


551 


AJ006835 


Hs.196769 7.00E-77 


2 


RNA transcript from U17 small nucleolar RNA ho 


163F4 




402 


AI650871 


Hs 197028 0 


1 


wa95f03jc1 cDNA. 3* end /clone=IMAGE 2303933 


lOUDv) 


408 


476 




Hs 197091 5 ODF-27 


1 


wi99e02 x1 3* end /clone= IMAGE '241 0970 


IUOCO 


19QQ 


OD/*» 




He 1Q79QQ n 
na. IS/AStfO U 


e 

D 


fnr t^lAAftA^n nrntpfn pnmnlotA rHe /^*He=^ 

TUl i\l/v\U09U UJULCUI, UUJItpicLC (Alo /L«US> ^ 


1 (OU IA 


AUOY 


ooyo ■ 


AF9mJ\91R 


He 1Q79QR ft 
na. iff <;yo u 
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O 


MQ1-Kinriinn nrnfotrvtik<= nrnt^in mRMA mrnnl 
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1 / i 1 




Hs 1979A«s ft 
ria. is/ oho u 


4 


thvmfri antnantiaen 70kD (Ku antiaen^ (G?7P1\ 


39C10 


545 


1984 


Z83840 


Hs.197345 0 


2 


DNA sequence from clone CTA-216E10 on 














chromosome 22 C 


58E12 


2162 


3013 


NMJ)01530 


Hs.197540 0 


2 


hypoxia-inducible factor 1 , alpha subunit (ba 


125G11 


3573 


4059 


D29805 


Hs.198248 0 


1 


mRNA for beta-1 ,4-galactosyltransferase, complete 


41H10 


6 


821 


M339Q6 


Hs.198253 1.00E-156 


2 


MHC class II HLA-DQA1 mRNA. complete cds 














/cds=(43,810) 


186A11 


551 


1031 


NMJJ04544 


Hs.198271 0 


2 


NADH dehydrogenase (ubiquinone) 1 alpha subco 


126D8 


993 


1381 


NM_Q21105 


Hs.198282 0 


1 


phospholipid scramblase 1 (PLSCR1), mRNA /cds 


174C12 


4824 


5257 


NMJJ03070 


Hs.1 98296 0 


1 


SWI/SNF related, matrix associated, actin dep 
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109C6 


• C.O 


ft33 


Xftd397 


Hq 198355 0 


1 


EC 


64B12 


4383 


5289 


NM 0Q0189 

IXIVI \J\J\J IOJ 


Hs 198427 0 


2 


hexokinase 2 (HK2\ mRNA /cds=M490 4243) /ab 










lid. I304t/ U 


4 




478H6 


186 


475 


AI978581 


Hs 198694 1 00E-129 


1 


wa72d08 x1 cDNA. 3' end /c!one=IMAGE , 247681 5 


587G1 


767 


1143 


NIVL006837 


Hs.198767 1.00E-170 


1 


C0P9 (constitutive photomorphogenic, Arabido 


465F12 


373 


554 


BE621611 


Hs. 198802 2.00E-77 


1 


601493754T1 cDNA, 3' end /ctane=!MAGE:3895836 


123B3 


310 


3608 


AB01 1 1 08 


Hs 198891 0 


3 


mRNA for KIAA0538 nrntpin nartial ads /eds=/0 


157H3 


3457 


5268 


D50929 


Hs. 198899 0 


2 


KIAA0139 aene comDleta cds /cds=n28 4276) 


477H1 






NM 0.02229 




1 


inn R nrnirwrtnrvinpnp / 11 INR^ mPNA /rrlc=/2*>3 19 


53C5 


979 


1295 


X51345 


Hs 198951 1 OQE-160 


1 


iun-B mRNA for JUM-B nrotein /cds=f253 1296) 














/gb=X513 


54H8 


350 


501 


AW450674 


Hs.199014 5.00E-81 


1 


UI-H-BI3-all-a-1 1-0-U!.s1 cDNA, 3' end /cion 


520E12 


3506 


3878 


L04731 


Hs.199160 0 


1 


translocation T(4:11) of ALL-1 gene to chromoso 


57F4 


5941 


6266 


NM_006267 


Hs. 1991 79 1.00E-158 


1 


RAN binding protein 2 (RANBP2), mRNA/cds=(127, 


50B10 


5 


3645 


D86934 


Hs.199243 0 


2 


KIAA0231 gene, partial cds /cds=(0,1 430) /gb 


68E12 


1757 


2052 


L25124 


Hs.199248 1.00E-156 


2 


prostaglandin E2 receptor mRNA, complete cds / 


484H3 


1879 


1958 


NM_000958 


Hs.1 99248 3.00E-33 


1 


prostaglandin E receptor 4 (subtype EP4) (PTGE 


466G6 


'368 


3287 


NM_013233 


Hs. 199263 0 


2 


Ste-20 related kinase (SPAK), mRNA /cds=(173,1 


464B9 


633 


1068 


AF015041 


Hs.199291 0 


1 


NUMB-R protein (NUMB-R) mRNA, complete cds /c 


522F9 


2 


116 


AI669591 


Hs.200442 5.00E-59 


1 


tw34b09.x1 cDNA, 3' end /clone=lMAGE:2261561 


60F11 


4945 


5114 


AB040942 


Hs.201500 7.Q0E-92 


1 


for KIAA1509 protein, partial cds /cds=(0 


72D12 


819 


1293 


AF1 04398 


Hs.201673 0 


1 


cornichon mRNA, complete cds /cds= (56,490) /g 


105G5 


1629 


2130 


AF091263 


Hs.201675 0 


1 


RNA binding motif protein 5 (RBM5) mRNA, comple 


116G3 


1637 


2854 


NMJ)05778 


Hs.201675 0 


2 


RNA binding motif protein 5 (RBM5). mRNA /cds=< 


4OA10 


254 


431 


AI693179 


Hs.201789 5.00E-85 


1 


Wd68d12.x1 cDNA, 3' end /clone=lMAGE:2336759 


473D4 


421 


547 


BE551203 


Hs.201792 3.00E-49 


1 


7b55h12jc1 cDNA, 3 1 end /clone=IMAGE:3232199 


472D8 


313 


623 


AW390251 


Hs 202402 1 D0E-123 


1 


CM4-ST01 82-051 099-021-bQB cDNA /ab=AW390251 


66H5 


176 


482 


AI271437 


Hs.203041 1.00E-173 


1 


qi19c05.x1 cDNA» 3' end /clone=IMAGE: 1856936 


594C2 


35 


368 


. AW131782 


Hs.203605 1.00E-147 


2 


Xf34e08.x1 cDNA, 3' end /clone=lMAGE:2619974 


138B12 : 


101 


420 


AW1 94379 


Hs.203755 1.00E-93 


3 


xm08h07j(1 3* end /clone=IMAGE:2683645 


473D3 


1 


234 


AI538474 


Hs.203784 1.00E-117 


1 


td06h08.x1 cDNA, 3* end /clone=IMAGE:207491 1 


471A5 


113 


442 


AI393908 


Hs.203829 1.00E-153 


1 


tg05f10jd cDNA, 3'end/clone=IWIAGE5107915 


40A4 


1621 


2037 


AF004230 


Hs.204040 0 


1 


monocyte/macrophage Ig-related receptor MIR 


463H1 


7 


319 


AW977671 


HS.204214 1.00E-161 


1 


EST389900 cDNA /gb=AW977671 /gi=8169049 /ug= 


478E7 


25 


434 


AI762023 


Hs.204610 0 


2 


wh89f04.x1 cDNA, 3' end /done=IMAGE:2387935 


55E11 


324 


469 


AI741246 


Hs.204656 1.00E-58 


12 


wg26g09.x1 cDNA, 3' end /clone=IMAGE:2366272 


478G10 


345 


476 


A1760901 

#Vl f OU5U 1 


Hs .204703 9 00E-34 


1 


wi09h06 x1 cDNA 3' end /clQn©aIMA(5E' 2389787 


470E1 1 


374 


507 


AI762741 


Hs 204707 2 00E-49 


1 


w/h93h02 x1 cDNA 3' end /clone=IWlAGE*2388339 


478F5 


179 


437 


A1086035 


Hs 204873 1 Q0E-110 


•j 


ov70h04 x1 cDNA. 3* end /clonessIMAGP'1671223 


464G4 


33 


320 


AI749444 


Hs.204929 5.00E-50 


1 


at24c03.x1 cDNA, y end /clone=IMAGE:2356036 


472D2 


68 


198 


A1760018 


Hs.205071 4.00E-54 


1 


Wh83b02.x1 cDNA, 3' end /clone=IMAGE:2387307 


470D9 


.5 


422 


AW976641 


Hs.205079 0 


1 


EST388750 cDNA /gb=AW976641 /gi=8167872 /ug= 
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Me 0ft^17R H 
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1 


amiuci^.si cl/w\, o ena /cione-iiviAL»t.i»ioo4^& 


473C5 


285 


525 


BF679831 


Hs.205319 2.00E-96 


1 


6021 5441 5F1 cDNA. 5' end /clone=IMAGE:4295595 


470E7 


295 


521 


AI762557 


Hs.205327 9.00E-95 


2 


wh92f07.x1 cDNA, 3' end /c!one=l MAG E:238 8229 


478F11 


11 


447 


AI761141 


Hs-205452 0 


3 


wh97g08.x1 cDNA, 3' end /clone=lMAGE:2388734 


459A12 


111 


323 


N72600 


Hs.205555 9.Q0E-96 


1 


za46f08.s1 cDNA, 3' end /clone=IMAGE:295623 / 


470F4 


214 


481 


AW977820 


Hs.205675 1.00E-131 


1 


EST389824cDNA/gb*AW977820/gi=8l68971 /ug= 


102G3 


1 


249 


BF680988 


Hs.205696 2.00E-78 


1 


602156272F1 cDNA, 5* end /clone=IMAGE:4297216 


472B2 


312 


700 


BF794256 


Hs.206761 0 


1 


602255454F1 cDNA, 5' end /clone=IMAG&4336949 
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470C1 


1113 


1643 


AK024118 


Hs.206858 0 


1 


cDNA FLJ14056 fis, clone HEMBB1000335 /cds=UNK 


469H7 


1076 


1215 


U15177 


Hs.206984 3.00E-69 


1 


cosmid CRI-JC2015 at D10S289 in 10sp13 














/cds=(0,1214> 


61 F9 


5 


181 


AW340421 


Hs.207995 4.00E-94 


1 


hc96h02.x1 cDNA, 3' end /done=IMAGE:2907891 


473C2 


239 


551 


BF439675 


Hs.208854 1.Q0E-151 


1 


nab69e11jc1 cDNA /clone=IMAGE /gb=BF439875 / 


62G11 


159 


292 


BE781611 


Hs.208985 1.00E-60 


1 


601467463F1 cDNA, 5' end /c!one=!MAGE:3870902 


472E2 


258 


554 


Al 343473 


Hs. 209203 1.00E-135 


1 


Ib97a08.x1 cDNA, 3* end /clone=IMAGE:2062262 


471C10 


148 


498 


AI768880 


Hs.209511 0 


1 


wh71e04.x1 cDNA, 3' end /clone=IMAGE:2386205 




Aid 
410 


EC 4 

OOl 


A l"70C AAA 


Hs.209509 4.00E"©3 


1 


Wh81g12.x1 cDNA, 3' end /clone=IMAGE:2387206 


478C10 


120 


447 


A1809310 


Hs.210385 1.0DE-158 


2 


wh75h08.x1 cDNA, 3' end /done=IMAGE:2386623 


476B7 


64 


341 


AI075288 


Hs.210727 1.00E-151 


2 


Oy69h10jc1 cDNA, 3 1 end /clone=IMAGE:1671139 


477G4 


915 


1541 


ABD40919 


Hs.210958 0 


1 


mRNA for KIAA1486 protein, partial ods /cds=(1 


468C2 


215 


498 


AI832182 


Hs.210995 1.00E-145 


1 


td13h11.x1 cDNA, 3' end /clone=IMAGE:2075589 


472D11 


1 


300 


AI860120 


Hs.21 1024 1.00E-126 


1 


wh39e01.x1 cDNA, 3' end /clone=IMAGE:23831 28 


470D3 


30 


317 


AW362304 


Hs.211194 1.00E-137 


1 


CM3-CT0275-031 1 99-031 -a08 cDNA /gb=AW362304 


179F6 


105 


551 


AI823649 


Hs.21 1535 0 


1 


Wi85g03.x1 3* end /clone=IMAGE:2400148 


477G12 


2439 


4050 


NM_020993 


Hs.21 1563 0 


4 


B-ceil CLUlymphoma 7A (BCL7A), mRNA /cds=(953 


39A11 


5178 


5792 


L10717 


Hs.21 1576 0 


2 


T cell-specific tyrosine kinase mRNA, complete 


187B9 


5365 


5790 


NMJ505546 


Hs.21 1576 0 


1 


IL2-inducibleT-cell kinase (UK), mRNA /cds= 


152C2 


3965 


4297 


Z22551 


Hs.21 1577 1.00E-174 


1 


kinectin gene /cds=(69,4139) /gb=Z22551 /gl=296 


120A2 


2556 


2917 


NMJJ05955 


Hs.21 1581 0 


1 


metal-regulatory transcription factor 1 (MTF 


147A2 


2915 


4407 


M59465 


Hs.21 1600 0 


6 


tumor necrosis factor alpha inducible protein A20 rnRN 


583B12 


2404 


3981 


NMJ306290 


Hs.21 1600 0 


11 


tumor necrosis factor, alpha-induced protein 


589F3 


1905 


2274 


AF090693 


Hs.21 161 0 0 


1 


apo ptosis- related RNA binding protein (NAPOR- 


470G11 


277 


462 


AI862623 


HS.21 1744 5.00E-99 


1 


wh99h10jrt cDNA, 3* end /done=IMAGE:2388931 


473F2 


195 


423 


BE675092 


Hs.21 1828 2.00E-95 


1 


7f02d07.x1 cDNA, 3' end /clone=!MAGE:3293485 


517D2 


1059 


1366 


BC000747 


HS.211973.1.00E-162 


2 


Similar to homolog of Yeast RRP4 (ribosomal RN 


109D9 


391 


533 


AI922921 


Hs.21 2553 2.00E-68 


1 


wnB1c05.x1 cDNA, 3' end /clone=IMAGE:2452232 


4y4nl£ 


1/2 


549 


AI9 12585 


Hs.21 3385 0 


3 


we11d07jc1 cDNA, 3' end /clone=IMAGE:2340781 


596G11 


4740 


5687 


AB007916 


Hs.21 4646 0 


8 


mRNA for K1AA0447 protein, partial cds fcds=(2 


104C12 


843 


1787 


AL031282 


Hs.21 5595 0 


2 


DNA sequence from clone 283E3 on chromosome 














1p36.21-36 


124F8 


1391 


2913 


. NMJJ02074 


Hs.21 5595 0 


4 


guanine nucleotide binding protein (G protein) 


157E8 


1264 


1627 


AK001548 


Hs.21 5766 0 


4 


FU10686 fis, clone NT2RP3000252, highly 


519G3 


1729 


2094 


NM_012341 


Hs.21 5766 0 


1 


GTP-blnding protein (NGB), mRNA /cds=(23,1924 


473E7 


2278 


2472. 


AB022663 


Hs.21 5857 3.00E^52 


1 


HFB30 mRNA, complete cds /cds=(236,1660) /gb= 


104F7 


4 


1324 


D00017 


Hs.21 7493 0 


3 


for lipocortin II, complete cds /cds=(49,1 


58G2 


11 


1324 


NM_004039 


Hs.217493 0 


7 


annexin A2 (ANXA2), mRNA /cds=(49,1068) /gb=N 


40 f D4 


£.1 


AA'X 

44d 




HS.2Z1014 1.00E-180 


1 


tg10a02.x1 cDNA, 3' end /clone=IMAGE:21 08330 


463B1 


69 


457 


AV686223 


HS.221642 0 


1 


AV585223 cDNA, 5* end /clone=GKCGXH1 1 /clone. 


464D10 


295 


552 


BF058398 


Hs.221695 1.00E-115 


1 


7k30d01.x1 cDNA, 3' end /clone=IMAGE:3476?85 


466C12 


1 


427 


a I ca f\4 rye 

AI540165 


Hs. 222 186 0 


1 


td10d05jd cDNA, 3' end /clone=lMAGE:2075241 


125H10 


2596 


2917 


AB046830 


Hs.222746 0 


1 


mRNA for K1AA1610 protein, partial cds /cds=(0 


473C4 


1 


193 


BF435098 


Hs.222833 9.00E-72 


1 


7p05g01.x1 cDNA, 3' end /clone=IMAGE:3645097 


37B4 


18 


371 


AW389509 


Hs.223747 1.00E-147 


1 


CM3-ST0163-051099-019-b11 /gb=AW389509 


470H7 


106 


357 


AI766706 


Hs.223935 1.00E-116 


1 


Wi02g11.x1 cDNA, 3' end /clone=IMAGE:2389124 


472D12 


1 


370 


AL1 33721 


Hs.224680 0 


1 


DKFZp761H09121_r1 cDNA, 5* end /clone=DKF2p76 


124E4 


53 


208 


AI874107 


Hs.224760 7.00E-50 


3 


wm49b01.x1 cDNA, 3' end /cIone=lMAGE:2439241 


477G3 


146 


412 


AJ400714 


Hs.225567 1.00E-141 


1 


tg93g12xl cDNA, 3' end /clone=IMAGE21 16390 


112F12 


2313 


2799 


AL1 63279 


Hs.225674 0 


1 


chromosome 21 segment HS21 C079 /cds=(0,6888) 


118D12 


6187 


6775 


NM 015384 


Hs.225767 0 


1 


IDN3 protein (IDN3), mRNA /cds=(706 t 7182) /gb 


109B7 


2208 


3315 


AF119417 


Hs.225939 0 


2 


nonfunctional GM3 synthase mRNA, alternative] 
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125A8 


2877 


3381 


NMJ306999 


Hs.225951 0 


1 


topoisomerase-related function protein 4-1 


129C8 


5510 


5893 


AF012108 


Hs.225977 0 


1 


Amplified in Breast Cancer (AIB1) mRNA, comple 


39G12 


4498 


4859 


NMJJ14977 


Hs.227133 1.00E-93 


2 


KIAA0670 orotein/acinus fKlAAQ67G'& mRNA /cd 


153D10 


1 


286 


AF0D0145 


Hs 227400 1 00E-139 


2 


aerminal center kinase related nrntain kinaca 


4R4R1? 




149*; 


ai n*iniii 

r\LU3U IOI 


n3.«l *t£9 u 


1 
i 


mrviN/\, ul>in/a ur\r^.pD£5om I iFrom Clone 














DKFZp 58611 


459D9 


3828 


4314 


NM_004841 


Hs.227806 0 


1 


ras GTPase activating protein-tike (NGAP), mR 


135E9 


135 


773 


NM_Q04049 


Hs.227817 0 


1 


BCL2-related protein A1 (BCL2A1), mRNA/cds=( 


59F10 


123 


808 


Y09397 


Hs.227817 0 


12 


GRS protein /cds=( 102,629) /gb=Y09397 / 


516H4 


1901 


2462 


NM 014287 


Hs.227823 0 


1 


DM5 Drotein (FM5) mRNA /cds=(0 3668) /ab=NM 0 


107C12 


2776 


3390 


Y15906 


Hs.227913 0 


1 


for XAGL protein /cds=(1 32,1 646) /gb=Y1 59 


152C7 


- 171 


1390 


AF052155 


Hs 227949 0 


2 


done 24761 mRNA seau&nce /eris=UNKNOWN 














/gb=AF 


522G8 


108 


293 


AI917348 


Hs.228486 2.00E-70 


1 


ts83d10.x1 cDNA, 3' end /done=IMAGE* 2237875 


66C7 


304 


446 


AI094726 


Hs.228795 1.00E-26 


1 


qa08f05.x1 cDNA, 3' end /done* IMAGE: 1686177 


585D1 


51 


294 


AI199388 


Hs.228817 5.00E-73 


1 


qs75e05.x1 cDNA, 3* end /done=IMAGE: 1943936 


468E9 


113 


324 


AI523873 


Hs.228926 7.00E-77 


2 


tg97c12jd cDNA, 3' end /done=IMAGE:21 16726 


466F1 


44 


139 


AI380491 


Hs.229374 3.00E-39 


2 


tf95b10.x1 cDNA. 3* end /done=IMAGE:21 07003 


182F1 


40 


465 


AI354231 


Hs.229385 1.00E-138 


4 


qv12c04.x1 cDNA, 3' end /done=IMAGE: 1981 350 


465C1 


237 


316 


AW812896 


Hs.229868 3.00E-38 


1 


RC3-ST01 86-250200-01 8-a1 1 cDNA /gb=AW81 2896 


178H7 


42 


353 


AI581732 


Hs.229918 1.00E-68 


5 


ar74f03.x1 cDNA, 3' end /clone=IMAGE21 28349 


72H6 


48 


534 


AI818777 


Hs.229990 1.00E-85 


3 


wl11f10.x1 cDNA, 3' end /done=IMAGE:242461 9 


181E9 


52 


279 


AI827451 


Hs.229993 1.00E-66 


1 


Wl17d11.x1 cDNA, 3* end /clone= IMAGE: 24251 73 


38H1 


225 


311 


A! 579979 


Hs.230430 1.Q0E-25 


1 


ta45a01 x1 cDNA. 3* end /done=IMAGE:221 1720 


489G11 


66 


369 


AI818596 


Hs.230492 1.00E-112 


5 


wk74d04.x1 cDNA, 3* end /done= i lMAGE:2421127 


118D6 


40 


161 


AI025427 


Hs.230752 6.00E-37 


1 


ow27g06.s1 cDNA, 3' end /clone=IMAGE: 1648090 


462H6 


305 


437 


A! 087055 


Hs. 230805 3.00E-67 


1 


ov70c09jc1 cDNA 3' end /clone=IMAGE*1671184 


107C11 


93 


240 


AI796419 


Hs.230939 1.00E-40 


1 


Wj17f02.x1 cDNA, 3' end /c!one=IMAGE2403099 


591A1 


65 


316 


AA767883 


Hs.231154 7.00E-59 


4 


oa30h07 s1 cDNA. 3' end fcIone=IMAGE*13Q6525 


471 B3 


177 


519 


BE407125 


Hs 231510 1 0QE-166 


1 


601301818F1 cDNA 5' end /elone=IMAG& 36364 12 


64G11 


609 


950 


AL542592 


Hs.231816 1.00E-166 


1 


AL542592 cDNA /clone=CS0DE012YA05-(5-prime) 


108G1 


1 


210 


AW006867 


Hs.231987 1.00E-1Q9 


1 


ws15d07.x1 cDNA, 3' end /clone=IMAGE2497261 


115F3 


44 


185 


AW016002 


Hs.232000 7.00E-75 


2 


UI-H-BI0p-abh-h-06-O-Ul.s1 cDNA, 3' end /do 


138A6 


4771 


5194 


D15050 


Hs.232068 0 


1 


transcription factor AREB6, complete cds /cd 


472A6 


311 


497 


BF1 95579 


Hs.232257 1.00E-78 


1 


7n85c03 x1 cDNA 3* end /clone=lMAGE'3571205 


111A7 


285 


463 


AW026667 


Hs.233261 1.00E-41 


1 


wv15d09.x1 cDNA, 3* end /done=IMAGE:2529617 


67G8 


292 


560 


BE719483 


Hs. 233383 4.00E-94 


3 


W1R1 -HT0858-02 0800-00 1-c06 /ab=BE719483 


123B11 


180 


351 


AW006045 


Hs.233560 5.00E-82 


1 


wz81 b09.x1 cDNA, 3* end /done=IMAGE:2565209 


472E3 


1 


319 


AW027530 


Hs.233564 1.00E-180 


1 


wv74c06 x1 cDNA. 3' end /done=l MAGE* 2535274 


36F11 


943 


1896 


Z85996 


Hs.233750 0 


6 


DNA sequence from PAC 431A14 on chromosome 














6p21 . Conta 


184G6 


49 


491 


BF694761 


Hs.233936 0 


g 


602080851 F2 cDNA, 5' end/clone=IMAGE:4245133 


599C7 


12 


540 


NM_006471 


Hs.233936 0 


55 


myosin, light polypeptide, regulatory, non-s 


156B4 


405 


774 


AF054185 


Hs.233952 1.00E-164 


1 


proteasome subunlt HSPC complete cds /c 


595G5 


85 


315 - 


NMJ)02792 


Hs.233952 1.00E-126 


1 


proteasome (prosome, macropain) subunit, alp 


67F5 


108 


556 


AK000654 


Hs.234149 0 


1 


FU20647 fis, done KAT02147 /cds=(90,836 


591 B6 


1 


555 


NM_017918 


Hs.234149 0 


6 


hypothetical protein FU20647 (FLJ20647), mR 


111B7 


1887 


2217 


AK023204 


Hs.234265 1.00E-120 


1 


cDNA FU13142 fis, done NT2RP3003212, modera 


72F6 


314 


2581 


AL035071 


Hs.234279 0 


2 


DNA sequence from done 1085F17 on chromosome 














20q11.1 


514H4 


2105 


2523 


NMJ)12325 


Hs.234279 0 


1 


microtubule-associated protein, RP/EB family 


599A10 


1 


1163 


NM.002300 


Hs.234489 0 


30 


lactate dehydrogenase B (LDHB), mRNA /cds={84 


183A8 


470 


1153 


X13794 


Hs.234489 0 


4 


lactate dehydrogenase B gene exon 1 and (EC 1.1.1. 


125E5 


31 


465 


NWL000978 


Hs.234518 1.00E-117 


2 


ribosomal protein L23 (RPL23), mRNA /cds=(25,4 
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471 B1 


1499 


2033 


LUU l*tO 


no. t.^*t w 


1 


Drotetn tyrosine kina^p rplaf pH mRNA cpniipnr^ 














/cds=UN 


466D7 


1050 


1402 


NM_013451 


Hs.234680 0 


1 


fer-1 (CelegansHike 3 (myofertin) (FER1L3) 


108B11 


407 


742 


X14008 


Hs.234734 0 


1 


lysozyme gene (EC 3.2.1 .17) /cds=(82,474) 














/gb=X14008 


476A12 


3 


440 


AI076222 


Hs.235042 0 


2 


oy65b09.x1 cDNA, 3' end /clone=IMAGE: 1670681 


464H7 


994 


2425 


AL1 57426 


Hs.235390 1.00E-22 


1 


mRNA; cDNA DKFZp761 B101 (from clone 














DKFZp761B1 


472F2 


2203 


2431 


AK024137 


Hs.235498 7.00E-97 


1 


cDNA FU 14075 fis, clone HEMBB1001905, weakly 


63C7 


1159 


1751 


AK000260 


Hs.235712 0 


1 


FU20253 fis, clone COLF6895 /cds=UNKNOWN 


73C8 


39 


485 


AI379474 


Hs.235823 0 


1 


tc57g08.x1 cDNA, 3' end /cione=IMAGE:2068768 


590H8 


182 


449 


AA020845 


Hs.235883 1.00E-145 


3 


ze64a07.r1 cDNA, 5 1 end /clone=IMAGE:363732 / 


182H3 


468 


2009 


NMJ301535 


Hs.235887 1.00E-119 


5 


HMT1 (hnRNP methyltransferase, S. cerevisiae) 


119B12 


253 


596 


NM_0G3O75 


Hs.236030 0 


1 


SWI/SNF related, matrix associated, actin dep 


461 C5 


654 


1112 


AK026410 


Hs.236449 0 


1 


cDNA: FU22757 fis, clone KAIA08O3 /cds=(92,24 


18263 


514 


2817 


AK023223 


Hs.236494 0 


2 


FU13161 fis, clone NT2RP3003589, highly 


469G7 


857 


1336 


AK026359 


Hs.236744 0 


1 


cDNA: FLJ22706fis l clone HSI13153/cds=UNKNOW 


592A9 


1522 


1888 


NM_020135 


Hs.236828 0 


1 


putative helicase RUVBL (LOC56897), mRNA Zeds 


177A1 


1260 


1704 


AK001514 


Hs.236844 1.00E-170 


1 


FU10652 fis, clone NT2RP2005886 /cds=(50 


594G2 


916 


1537 


NM__018169 


Hs.236844 0 


2 


hypothetical protein FU10652 (FU10552), mR 


98D10 


1881 


1964 ; 


NMJ)06947 


Hs.237825 9.00E-36 


1 


signal recognition particle 72kD (SRP72), mRN 


72C7 


36 


.1214 


M29696 


Hs.237868 0 


2 


Interleukln-7 receptor (IL-7) mRNA, complete cds /cd 


591B10 


577 


1658 


MM 002185 


H3 237868 0 


g 


interieukin 7 receptor (IL7R), mRNA /cds=(22,1 


109G2 


ID 




r\i 1 1 UDOZ 




1 
i 




ai 

*r 1 CI 


2163 


£.( OO 


UDU0U3 




i 




□yyu i i 


QUO 


1 #«54 






0 






o 


DUO 




nS.^Oo/JU l.UUC-1// 


ft 

D 




596C11 


77 


658 


AW955090 


Hs.238954 0 


5 


EST367160 cDNA /gb=AW955090 /gi=81 44773 /ug= 


169C7 


1371 


1634 


AY004255 


Hs. 238990 1.00E-148 


1 


cdk inhibitor p27KIP1 mRNA, complete cds /cds= 


173C1 


1599 


1859 


BC001971 

DUUU 19/ 1 


Hs 238990 1 00F- 146 




Similar to cvelirvdpnpndpnt kinase inhibitor 


458B5 


1539 


1609 


AL1 36828 


Hs.238996 1.00E-131 




mRNA; cDNA DKFZp434K0427 (from clone 




6104 










DKFZp434K 


591H9 


6559 


AL1 57902 


Hs.239114 0 


1 


DNA sequence from clone RP4-675C20 on 














chromosome 1p13 


512G4 


231 


2376 


NMJJ05746 


Hs.239138 0 


61 


pre-B-cell colony-enhancing factor (PBEF), m 


53D11 


935 


2053' 


U02020 


Hs.239138 0 


15 


pre-B cell enhancing factor (PBEF) mRNA, complete 
cds 


38B7 


2187 


2263 


AK025021 


Hs.239189 1.00E-36 


1 


FU21368 fis, clone COL03056, highly sim 


458E10 


90 


622 


NM_016533 


Hs.239208 0 


1 


ninjurin 2 (NINJ2), mRNA /cds E =(56,484) /gb=NM 


184G10 


1608 


2055 


AK026535 


Hs.239307 0 


1 


FLJ22882 fis, done KAT03587, highly sim 


194D9 


1544 


1683 


NM_003680 


Hs.239307 4.00E-57 


1 


tyrosyWRNA synthetase (YARS), mRNA/cds=(0, 


110C7 


450 


1216 


AF246221 


Hs.239625 0 


4 


transmembrane protein BRI mRNA, complete cds 


599G9 


446 


1205 


NM_021999 


Hs.239625 0 


13 


integral membrane protein 2B (ITM2B), mRNA /cd 


515E4 


1404 


1671 


NMJ)14515 


Hs.239720 1.00E-132 


1 


CCR4-NOT transcription complex, subunit 2 (C 


115H10 


1124 


2079 


BC000105 


Hs.239760 0 


2 


Similar to CG14740 gene product, clone MGC:25 


466E3 


605 


923 


NM_005301 


Hs.239891 1.00E-164 


2 


G protein-coupled receptor 35 (GPR35), mRNA / 


52B5 


993 


1243 


AJ223075 


Hs.239894 1.00E-108 


1 


for TRIP protein /cds=(1 78,2532) /gb=AJ22 


171E10 


88 


399 


AW002624 


Hs.240077 1.00E-145 


1 


wu60d10.x1 cDNA, 3' end /clone=IMAGE:990854 / 


75C5 


325 


1604 


AK027191 


Hs.240443 0 


8 


FU23538 fis, clone LNG08010, highly sim 


597D3 


1134 


1792 


BC001255 


Hs.240770 0 


1 


nuclear cap binding protein subunit 2, 20kO, 


98A11 


596 


6834 


NM_005385 


Hs.241493 0 


10 


natural killer-tumor recognition sequence (N 


98C1Q 


1580 


2204 


AK027187 


Hs.241507 0 


40 


cDNA: FU23534 fis, clone LNG06974, highly sim 


463E8 


324 


846 


AF047002 


Hs.241520 0 


1 


transcriptional coacth/ator ALY mRNA, partia 


514G8 


802 


1238 


NM.012392 


Hs.241531 0 


3 


peflin (PEF), mRNA 7cds=(1 2,866) /gb=NMJ)1239 
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177G4 


1375 


1887 


AF099149 


Hs.24155B 0 1 


l r\i/\u i lyptJ i mrvNrv, uumpicus roa /lajj>— ^ id^j 


110E4 


1320 


1937 


AKU217U4 




FU11642 fis, clone HEMBA1004356, highly 


513B12 


700 


1447 


NM_016839 




RNA binding motif, single stranded interacting 


500G10 


910 


1249 


NM_000594 


Hs.241570 0 1 


tiimnr ncanrncie; far^nr /IN F «ilinprfamilv msmbfi 

lUlliUl 1 ICUI Uolo IQUvl yllTin supci 1 CI 1 III J , IIICHlUt/ 


514B6 


735 


1032 


NMJJ18630 


Hs.241576 1.00E-155 1 


hypothetical protein PR02577 (PR02577), mRNA 


590H9 


61 


251 


NM_016200 


Hs.241578 1.00E-104 1 


Uo snKNA-associatec] om-iiKe proiein Lomo iwi/ 


50A6 


200 


311 


AK026704 


Hs.242868 3.Q0E-57 3 


FLJ23051 fiS, Clone LNG0204Z /CuS-UiNr\NUW 


104C10 


199 


353 


AA424812 


Hs.243029 2.00E-74 1 


zw04b02.s1 cDNA, 3 end /cione-iwiAC3b./Qo^b/ / 


72G4 


182 


415 


AW081232 


Hs.243321 1.00E-99 4 


xc22b08.x1 cDNA, 3 end /aone-livlAGt.zooaUou 


521 D1 2 


32 


287 


AW1 02836 


Hs.243457 6.00E-96 1 


xd38M2.x1 cDNA, 3' end /clone=IMAGE.25961 03 


102F3 


79 


157 


W45562 


Hs.243720 4.00E-26 1 


zc26e07.s1 cDNA, 3* end /done=IMAGE:323460 / 


56D6 


193 


454 


M97B56 


Hs.243886 1.00E-122 1 


histone-btnding protein mRNA, complete cds /c 


595D8 


25 


495 






nuclear autoantigenic sperm protein (histone- 


46G5 


2137 


2661 


AK000745 


Hs.243901 0 1 


cDNA FU20738 As, done HEP08257 








/cds=UNKNOWN 


477D4 


141 


250 


AI394001 


Hs.244666 4.00E-51 1 


tg06d04jc1 cDNA, 3' end /done=IMAGE:21 07975 


139B7 


50 


235 


AW078847 


Hs.244816 4.00E-32 2 


xb18g07.x1 cDNA, 3' end /done=l WAGE: 2576700 


472C4 


74 


464 


AW1 39918 


Hs.245138 0 1 


UI-H-BI1-aee-d-05-Q-Ul.s1 cDNA, 3' end /don 


459F7 


45 


229 


AW080951 


HS.245616 7.00E-58 1 


xc28c10.x1 cDNA, 3' end /done=lMAGE:2585586 


100A6 


41 


1795 


L22009 


Hs.245710 1.00E-143 3 


hnRNP H mRNA, complete cds /cds=(72,1421) 








/gb=L22009 


592G8 


41 


1798 


NM_005520 


Hs.245710 0 6 


heterogeneous nudear ribonudeoprotein H1 


71 G4 


382 


583 


AL1 36607 


ns.Z4i>f»o i.uut-m i 


mRNA- cDNA DKFZd564I0422 ffrom done DKFZp564 


118B9 


4495 


5528 


AK024391 


Hs.246112 0 4 


cDNA FU 14329 fis, done PLACE4000259, highly 


471 E5 


148 


464 


• AJ568725 


Hs.246299 1.00E-177 1 


th15a01.x1 cDNA, 3* end /clone=IMAGE:2118312 


464D11 


26 


526 


N28843 


Hs.246358 0 1 


yx59d10.r1 cDNA, 5' end /done=lMAGE:266035 / 


Hunt 


ccn 


1108 


S57235 


Hs.246381 0 1 


CD68=110kda transmembrane glycoprotein [human, 












promonocy 


471E12 


152 


507 


AW117189 


Hs.246494 1.00E-149 1 


xd83f08.x1 cDNA, 3' end /clone=IMAGE:2604231 


479C1 


47 


345 


AV739961 


Hs.246796 1.00E-140 1 


AV739961 cDNA, 5' end /done=CBFBRA1 0 /c!one_ 


472C9 


43 


400 


BF796642 


Hs.246818 0 1 


602259846F1 cDNA, 5' end /done=IMAGE;4343171 


47F11 


2 


227 


AB015856 


Hs.247433 1.00E-123 1 


for ATF6, complete cds /cds=(68,2080) /gb 


179H9 


12 


379 


AL031313 


Hs.247783 1.00E-111 1 


DNA sequence from done 581 F1 2 on chromosome 












167A9 


5 


352 


Z00013 


Hs.247792 1.00E-163 5 


H.sapiens germline gene for the leader peptide and 












72B8 


402 


672 


L15005 


Hs.247824 1.00E-139 2 


lg superfamily CTLA-4 mRNA, complete cds /cds= 


488H10 


135 


672 


NM_005214 


Hs.247824 1.00E-146 5 


cytotoxic T-lymphocyte-assodated protein 4 


188G8 


1 


255 


NMJ502991 


Hs.247838 1.00E-135 1 


small inducible cytokine subfamily A (Cys-Cys 


153D11 


401 


720 


AL049545 


Hs.247877 1.00E-133 2 


DNA sequence from done 263J7 on chromosome 










6q14.3-15 


44D2 


42 


448 


AL035604 


Hs.247894 1.00E-133 1 


DNA sequence from done 38C16 on chromosome 










6q2Z33-2 


180B7 


10 


271 


L21961 


Hs.247947 4.00E-72 1 


lg rearranged lambda-chain mRNA, subgroup VL3, V- 
J re 


110B11 


311 


803 


U08626 


Hs.247984 0 1 


glutamine synthetase pseudogene /cds=(0,899) /gb=U 


74G5 


361 


965 


X14798 


Hs.248109 0 1 


DNA for c-ets-1 proto-oncogene /cds=(278,1603) /gb= 


60H10 


214 


527 


AW1 50084 


HS.248657 1.00E-99 3 


xg36f03.x1 cDNA, 3' end /clone=IMAGE:2629661 


54E2 


329 


536 


BF512500 


Hs.248689 1.00E-112 1 


UI-H-Bl3-alw-h-l0-0-Ul.s1 cDNA, 3' end /don 


470C6 


278 


470 


AI832183 


Hs.249031 1.00E-103 1 


Wh80g09.x1 cDNA, 3 1 end /clone=IMAGE:2387104 


146A9 


1145 


1422 


S63912 


Hs.249247 1.00E-113 1 


D10S102=FBRNP [human, fetal brain, mRNA, 3043 










nt] /cds=(30, 


519E8 


37 


628 


NMJ)02136 Hs.249495 0 1 


heterogeneous nudear ribonudeoprotein A1 


458C7 


2232 


: 2520 


NM 000964 Hs.250505 1.00E-163 1 


retinoic add receptor, alpha (RARA), mRNA /cd 


476A8 


106C 


i 1601 


AF308285 


Hs.250528 0 1 


serologically defined breast cancer antigen N 
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123D7 


436 


2077 


AL1 57499 


Hs.250535 1.00E-153 


3 


mRNA; cDNA DKFZp434N2412 (from clone 














DKFZp434 


477A10 


285 


370 


AW291304 


Hs.250600 2.00E-34 


1 


UI-H-Bl2-agg-b-1 1-0-ULs1 cDNA, 3' end /clon 


172G12 


726 


1598 


AF1 82420 


Hs.250619 0 


6 


MDS019 (MDS019) mRNA, complete cds /cds=(231,1 


167E11 


11633 13714 


NM 016252 


Hs. 250646 1.00E-180 


2 


baculoviraf IAP reoeat-eemtaininn 6 fBIRCfi^ 

uaiAiiuvuoi i cpcat-owi luau liny \J y\->n \\^vj j , 


591E4 


198 


714 


NM 002823 


Hs 250655 4 00E-99 


3 


nrn^hx/moQin aloha {rt&n& cpnilPnnp 9ft\ /PTMA\ 




2289 


3010 






1 
i 


honatl/* loi ilromlo far&r\r /Ml P\ mPhIA rv>mnlafa **rle 

nepduc icuKemia lauur \ni_r^ i iirvi v\, ournpieie cos 
/cds 


110D9 


2336 


3259 


NM 003144 


Hs.250773 0 


3 


stanal seauence reeeDtor alnha (translocon-a 


166A3 


1 


302 


AF1 03458 


Hs.250806 6.00E-93 


2 


Isolate donor N clone N168K immunoglobulin kap 


110C12 


629 


1228 


M35416 


Hs.250811 0 


1 


GTP-binding protein (RALB) mRNA, complete cds 














/cds=(1 


458D12 


1136 


1714 


AY007158 


Hs.250820 0 


1 


clone CDABP0113 mRNA sequence /cds=UNKNOWN 


177C5 


658 


823 


J02621 


Hs.251064 3.00E-32 


1 


/g 

non-histone chromosomal protein HMG-14 mRNA, 














complet 


126A2 


ceo 
ODO 


1009 


NM.004965 


Hs.251064 0 


3 


high-mobility group (nonhistone chromosomal) 


523G1 


1 


337 


AE00066O 


Hs.251465 1.00E-178 


2 


T-cell receptor alpha delta locus from bases 5 


40G1 


4 


781 


X72308 


Hs.251526 0 


3 


for monocyte chemotactlc protein-3 (MCP- 


188G7 


1 


1030 


NM_002789 


Hs.251531 0 


3 


p rote a some (prosome, macropain) subunit, alp 


61E12 


578 


2275 


NM_006537 


Hs.251636 0 


2 


ubiquitin specific protease 3 (USP3), mRNA /cd 


38B10 


995 


1211 


AK026594 


Hs.251653 1.00E-107 


1 


FL022941 fis, clone KAT08078, highly sim 


70C3 


2022 


2405 


X52142 


Hs.251871 0 


1 


CTP synthetase (EC 6.3.4.2) /cds=(75,1 850) / 


177E9 


49 


406 


S8Q990 


Hs 252136 1 00F-125 


2 


fimlin rhuman ntpntc mRNA 17"^fi ntl 
IIIaJINI [llUilldll, UlCIUo, lllrvlv\, I f OD iilj 














/cds=(532,1512)/gb 


50F8 


1841 


2048 


AK026712 


Hs.252259 1.0QE-114 


15 


FU23059fis clone LNG03912/cds=f41 16 

1 WCi WW WW 1 IV ) W*WI IU \m* WWW J t WU w \ * 1 j iu 


585E12 


16 


194 


AI383340 


Hs 252300 1 00E-63 

1 IV.itVfa www \ «WWk. WW 


1 


tc76a05 x1 cDNA. 3* end /done=IMAGE'2070584 


181E12 


22 


99 


BE963374 


Hs 252338 4 00E-30 

1 IW * *m Vfc WWW r * WW l_ WW 


1 


6016571 37R1 cDNA. 3' end /don e= I MAGE 38661 93 

WW 1 WW r 1 w / 1 » 1 UWl^r\| w WllVI 1 Wiwl IG 1 IVlTlw b< wUUU 1 WW 


477H4 


290 


451 


AI524022 


Hs.252359 8.00E-87 


1 


tg99f02.x1 cDNA. 3' end /clone=IMAGE:21 16923 


188G11 


95 


700 


NM_007104 


Hs.252574 0 


2 


ribosomal protein L10a (RPL10A), mRNA /cds=(1 


471 H9 


1 


285 


AV706014 


Hs.252580 1.00E-145 


1 


AV706014 cDNA, 5* end /done=ADBAOB 1 2 /clone. 


134F9 


1358 


1464 


AL359626 


Hs.252588 5.00E-50 


1 


mRNA; cDNA DKF2p564F172 (from clone 














DKF2p564F1 


597B10 


13 


279 


NM_000981 


Hs.252723 1.00E-149 


28 


ribosomal protein L19 (RPL19), mRNA /cds=(28,6 


120D7 


962 


1674 


NM_006054 


Hs.252831 0 


5 


reticulon 3 (RTN3), mRNA /cds=(1 24,834) /gb=N 


593B10 


102 


467 


AW191929 


Hs.252989 7.00E-93 


1 


.xI77c10jc1 cDNA. 3* end /done=IMAGE:2680722 


482C11 


32 


122 


AW195119 


Hs.253151 3.00E-33 


1 


xn66b07j<1 cDNA, 3' end /clone=IMAGE:2699413 


472C6 


34 


279 


AW204029 


Hs.253384 1.00E-137 


1 


UI-H-BI1-aen-d-02-0-Ul.s1 cDNA, 3' end /clon 


472D4 


27 


440 


AW205624 


Hs.253502 0 


1 


UI-H-BI1-afr-e-01-0-Ul.s1 cDNA, 3' end /clon 


472D1 


120 


362 


BF750565 


Hs.253550 1.00E-133 


1 


RC1-BN041 0-261 000-014-f11 cDNA /gb=BF750565 


480F11 


367 


558 


AW237483 


Hs.253820 1.00E-105 


1 


xm72e01.x1 cDNA, 3' end /cione=IMAGE:2689752 


472B5 


35 


363 


AI432340 


Hs.254006 1.00E-169 


1 


tg54e06.x1 cDNA, 3' end /done=IMAGE:21 12610 


75E5 


1 


904 


M14328 


Hs.254105 0 


5 


alpha enolase mRNA, complete cds /cds=(94,1398) 
/gb= 


592A12 


1 


1100 


NM_001428 


Hs.254105 0 


5 


enolase 1, (alpha) (EN01), mRNA /cds=(94, 1398) 


Hi cXJ IU 


183 


414 




Lie, nccmn i nrtc 40*5 
ns.^oo i uu l .UUfc-1 £o 


4 
I 


qz23d 2 jel cuna, 3 end /cione-lMAGt:2027734 


479H9 


43 


184 


AW292772 


Hs.255119 2.00E-70 


1 


UUH-BWO-arj-d-03-O-Ul.sl cDNA, 3' end /clon 


480A2 


18 


523 


AW293267 


Hs.255178 0 


1 


Um-BWO-aR-e-10«0-Ul.s1 cDNA, 3' end /don 


480B7 


16 


298 


AW293895 


HS.255249 1.00E-116 


1 


Ul-H-BWO-ain-f-10-O-Ul.s1 cDNA, 3* end /don 


479H11 


23 


202 


AW293955 


Hs.255255 3.00E-79 


1 


UI-H-BW0-aik-d-05-0-Ul.s1 cDNA, 3' end /don 


480A4 


415 


598 


AW294681 


Hs.255336 5.00E-66 


1 


UI-H-BWO-ail-g-10-0-Ul.s1 cDNA, 3' end /cion 


480A7 


223 


427 


AW294695 


Hs.255339 1.Q0E-103 


1 


U!-H-BW0-aim-a-02-0-Ul.s1 cDNA, 3* end /clon 


480A8 


26 


338 


BF514247 


Hs.255340 1.00E-167 


1 


UI-H-BW1-ani-b-09-0-Ui.s1 cDNA, 3' end /don 


480C12 


239 


483 


AW295088 


Hs.255389 1.Q0E-124 


1 


UUH-BW0-ait-d-09-0-ULs1 cDNA, 3* end /clon 


480F9 


1 


423 


BF531016 


Hs.255390 0 


1 


602072345F1 cDNA, 5' end /done=IMAGE:4215251 


480B3 


68 


377 


AW295610 


Hs.255446 1.00E-161 


1 


UI-H-BW0-aip-c-03-0-ULs1 cDNA, 3* end /don 
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460H5 


44 


427 


AA455707 


Hs.255452 1.00E-161 


1 


aa22d09.r1 cDNA, 5* end /done=lMAGE:814001 / 


480B12 


132 


212 


AW295664 


Hs.255454 7.00E-39 


1 


U]-H-BW0-aIp-g-12-0-Ul.s1 cDNA, 3' end /clon 


472E7 


163 


489 


AI439645 


Hs.255490 1.00E-166 


1 


tc91e08.x1 cDNA, 3' end /clone=IMAGE:2073542 


480D12 


84 


258 


AW296005 


Hs.255492 8.00E-90 


1 


UI-H-BWG-aiu-b-01-0-Ul.s1 cDNA 3' end /clon 


480F4 


34 


464 


' AW296063 


Hs.255501 0 


1 


UI-H-BW0-aiu-g-08-O-UU1 cDNA, 3' end /clon 


480D5 


18 


404 


AW296490 


Hs.255554 0 


2 


UI-H-BW0-aiq-f-08-O-Ul.s1 cDNA, 3' end /don 


480E1 


95 


379 


AW296532 


Hs.255559 1.00E-101 


1 


Ul-H-BWO-atv-b-07-0-ULs1 cDNA, 3' end /clon 


480E5 


17 


326 


AW296545 


Hs.255560 1.00E-128 


1 


UI-H-BW0-arv-c-11-O-Ul.s1 cDNA, 3* end /don 


480F2 


20 


330 


AW296730 


Hs.255573 1.00E-160 


1 


UI-H-BW0-abc-f-12-O-U!.s1 cDNA, 3' end /clon 


480G7 


on 

38 


479 


AW29b79f 


1CCC7Q ft 

HS. 255579 U 


1 


t II 1 » DlA/ft_n(l» n m ft 1 II A .HklA *>t -.—-J f^> 

ui-n-BVVO-a)D-e-07-o-ui.si cuna, 3 end /clon 


480C9 


19 


274 


AW297339 


Hs.255637 1.00E-117 


1 


UI-H-BW0-air-c-03-0-Ul.s1 cDNA, 3* end /don 


480C4 


70 


191 


AW297400 


Hs.255647 1.00E^9 


1 


UI-H-BW0-ais-a-05-0-Ul.s1 cDNA, 3* end /don 


480G5 


17 


242 


AW297522 


Hs.255661 2.00E-87 


1 


UI-H-BW0-a|a-e-02-0-ULs1 cDNA, 3' end /don 


480F10 


230 


560 


AW294654 


Hs.255687 0 


1 


Ul4H-BWO-ai!-d-10-0-Ul.s1 cDNA, 3' end /don 


480G9 


47 


582 


AW297813 


Hs.255695 0 


1 


UI-H-BW0-aiy-g-09-0-Ul.s1 cDNA, 3' end /clon 


480G10 


31 


453 


AW297827 


Hs.255697 0 


1 


UI-H-BW0-aiy-h-11-0-Ul.s1 cDNA, 3* end /don 


482G6 


16 


242 


AW339651 


Hs.255927 3.00E-7B 


1 


he15g04.x1 cDNA, 3' end /clone=lMAGE:2919126 


469B11 


4 


221 


AW341086 


Hs.256031 1.00E-99 


1 


xz92h04.x1 cDNA, 3' end /done=IMAGE:2871703 


140E7 


2870 


3589 


M32315 


Hs.256278 1.00E-84 


2 


tumor necrosis factor receptor mRNA, complete cds 
/cd 


189H12 


2839 


3294 


NM_001Q66 


Hs.256278 0 


2 


tumor necrosis factor receptor superfamlly, m 


99H11 


83 


589 


NM_005620 


Hs.256290 0 


4 


S1 00 calcium-binding protein A11 (caigizzarin 


58C7 


1778 


2264 


AJ271747 


Hs.256583 0 


1 


partial mRNA for double stranded RNA binding nu 


482F4 


373 


628 


AV719442 


Hs,256959 1.G0E-124 


1 


AV719442 cDNA, 5* end /clone=GLCBNA01 /cione_ 


482F5 


8 


377 


AW440866 


Hs.256961 1.00E-179 


1 


he05f02.x1 cDNA, 3' end /clone=IMAGE:2918139 


482F8 


191 


315 


AW440974 


Hs.256971 2.00E-62 


1 


he06e12.x1 cONA, 3' end /done=lMAGE:2918254 


479E7 


136 


567 


AW444482 


Hs.256979 0 


2 


UI-H-BI3-akb-e-05-0-Ul.s1 cDNA, 3' end /clon 


471H5 


3 


432 


AJ438957 


Hs.257066 0 


1 


te89b05.x1 cDNA, 3' end /clone=IMAGE:2073297 


472G3 


.233 


617 


AW450350 


Hs.257283 0 


1 


UI-H-BI3-akn-c-01-O-Ul.s1 cDNA, 3' end /clon 


472G11 


112 


338 


AI809475 


Hs.257466 1.00E-101 


1 


wh76d06jrt cDNA, 3* end /done=IMAGE:2386667 


479F7 


22 


421 


AW452467 


Hs.257572 0 


1 


Ul-H-BI3-a!s-e-09-0-Ul.s1 cDNA, 3' end /don 


479G9 


95 


304 


AW452513 


Hs.257579 1.00E-81 


1 


Ul-H-BW1-ame-b-03-0-Ul.s1 cDNA, 3' end /clon 


479F11 


16 


329 


AW453021 


HS.257640 1.00E-163 


1 


U1-H-BW1-ama-c-02-0-Ul.s1 cDNA, 3' end /clon 


479G4 


45 


441 


AW453044 


Hs.257646 0 


1 


Ul-H-BW1-ama-e-01-Q-ULs1 cDNA, 3* end /don 


482F9 


11 


256 


AW467193 


Hs.257667 1.00E-108 


1 


he07a04.x1 cONA, 3* end /ctone=IMAGE:2918286 


482G2 


9 


271 


AW467400 


Hs.257680 1.00E-112 


1 


he10f11,x1 cDNA, 3' end /done=IMAGE:2918637 


482G8 


108 


428 


AW467437 


Hs.257682 1.00E-177 


1 


ne17d05.xi cDNA, 3 end /clone-IMAGE. 291 9273 


482G12 


1 


417 


AW467501 


Hs.257687 0 


1 


he19e06.x1 cDNA, 3' end /clone=IMAGE:2919490 


482H4 


39 


143 


AW467746 


Hs.257695 3.00E-51 


1 


he23d05.x1 cDNA, 3' end /done=IMAGE:291 9849 


482H6 


1 


116 


AW467863 


Hs.257705 2.00E-59 


1 


he27c04.xl cDNA, 3' end /clone=lMAGE:2920230 


482H7 


• 1 


321 


AW467864 


Hs.257706 1.00E-156 


1 


he27c05.x1 cDNA, 3' end /clone=IMAGE:2920232 


482H9 


1 


112 


AW467992 


Hs.257709 1.00E-47 


1 


he30b01.xl cDNA, 3' end /clone=IMAGE:2920489 


483A2 


20 


429 


AW468207 


Hs.257716 0 


1 


he34a12.x1 cDNA, 3' end /c!one=!MAGE: 2920894 


483A9 


11 


373 


AW468431 


Hs.257727 0 


1 


he37M 1.x1 cDNA. 3* end /c!one=IMAGE:2921253 


483B2 


2 


241 


AW468621 


Hs.257743 1.00E-119 


1 


he42e03.x1 cDNA, 3' end /done=IMAGE:2921692 


I obi 






QCM4 A OA 


t_i _ ricoAQA c nnc AA 
nS.25o494 o.UOt-44 


1 


oUiZfooiori cuna, o eno /cione- iiw\ot.obiu**4*j 


585F6 


2200 


4106 


AL1 36549 


Hs.2585D3 0 


8 


mRNA; cDNA DKFZp761 112121 (from done 














DKFZp761 


169E2 


5186 


5415 


U20489 


HS.258609 1.00E-119 


2 


glomerular epithelial protein 1 (GLEPP1) comple 


127A5 


2142 


2477 


AB037790 


Hs.258730 1.Q0E-177 


1 


mRNA for KIAA1369 protein, partial cds /cds=(0 


171B12 


4202 


4314 


Y10129 


Hs.258742 4.00E-45 


2 


mybpc3 gene /cds=(33,3857) /gb=Y10129 /gi=20583 


75B7 


531 


682 


L14542 


HS.258850 3.00E-81 . 


1 


lectin-like type II integral membrane protein (NKG2-E 


471G5 


344 


473 


AI1 44328 


Hs.259084 3.00E-61 


1 


oy84g04.x1 cDNA, 3' end /clone=lMAGE: 1672566 


.479B7 


73 


307 


AF161364 


Hs.259683 1.00E-123 


1 


HSPC101 mRNA, partial cds /cds=(0,556) /gb=AF 


146B11 


1942 


2174 


AL1 36842 


Hs.260024 8.00E-92 


1 


DKF2p434A0530 (from done DKF2p434A 
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584A1 


1085 


1470 


AL022398 


Hs.261373 1.00E-166 


1 


DMA sequence from PAC 434014 on chromosome 
1q32 


148B1 


119 


817 


X60556 


Hs.261802 0 


2 


elongation factor 1-beta /cds=(95,772) 


60G3 


203 


3170 


NMJJ01634 


Hs.262476 0 


15 


S-adenosylmethionine decarboxylase 1 (AMD1) 


462E7 


292 


374 


AW300868 


Hs.262789 8.00E-40 


1 


Xk07d09.x1 cDNA, 3' end /clone=lMAGE:266S033 


56F11 


33 


234 


BF243724 


Hs.263414 4.00E-82 


1 


601877832F1 cDNA, 5' end /clone=IMAGE:41 06359 


119C5 


2414 


2664 


NM_002108 


Hs.263435 1.00E-137 


1 


histidine ammonia-lyase (HAL), mRNA /cds=(297 


105A4 


3225 


3775 


AK025774 


Hs.264190 0 


3 


FU22121 fis, done HEP18876, highly sim 


469H1 


369 


576 


AI380111 


Hs.264298 1.00E-103 


1 


tf98a11j(1 cDNA, 3' end /done= IMAGE: 2 107292 


181A3 


2434 


2768 


NMJ)02535 


Hs.264981 1.00E-148 


2 


2*-5 , ol igoadeny late synthetase 2 (0AS2), tra 


41 B7 


3209 


3885 


M59911 


Hs.265829 0 


1 


integrin alpha- 3 chain mRNA, complete cds 














/cds=(73,32 


75F9 


264 


452 


AW1 50944 


Hs.265838 2.00E-96 


1 


xg42e09.x1 cDNA, 3' end /done=IMAGE:2630248 


99C3 


2684 


3155 


AK000680 


Hs.266175 0 


2 


cDNA FU20673 fis, done KAIA4464 /cds=<104,14 


598E12 


2417 


2894 


AK026669 


Hs.266940 0 


2 


cDNA: FU23016 fis, done LNG00874 /cds=UNKNOW 


468B6 


863 


1515 


NMJM6569 


Hs.267182 0 


1 


TBX3-iso protein (TBX3-iso) t mRNA /cds=(1 16,1 


115E11 


1234 


1713 


AF271994 


Hs.267288 0 


1 


dopamine responsive protein DRG-1 mRNA, compl 


114A4 


31 


382 


NMJ)24095 


Hs.267400 1.00E-179 


1 


hypothetical protein MGC5540 (MGC5540), mRNA 


166C7 


1315 


1919 


AK001749 


Hs.267604 0 


2 


FU10887 fis, done NT2RP4002018. weakly 


56A8 


564 


3624 


AB033054 


Hs.267690 0 


3 


for KIAA1228 protein, partial cds /cds=(0 


70B10 


229 


2138 


AK001471 


Hs.268012 0 


3 


FU10609 fis, done NT2RP2005276, highly 


178D10 


1831 


2796 


NM.012255 


Hs.268555 0 


2 


5'- 3' exoribonudease 2 (XRN2), mRNA /cds=(68, 


168B9 


451 


881 


AF068235 


Hs.268763 0 


1 


barrier-to-autointegration fador mRNA, com 


465F2 


91 


433 


AA6 13224 


Hs.270264 0 


1 


no19d08.s1 cDNA, 3' end/ctone=IMAGE:1101131 


469E2 


302 


422 


BE857296 


Hs.270293 1.00E-57 


1 


7g27b01.x1 cDNA, 3' end /done~IMAGE:3307657 


465D10 


284 


405 


AI270476 


Hs.270341 4.00E-51 


1 


qu88e12.x1 cDNA, 3' end /clone=lMAGE:1979182 


473F10 


831 


1096 


AK021517 


Hs.270557 1.00E-140 


1 


cDNA FLJ11455 fis, done HEMBA1 001497 /cds=UNK 


193A10 


458 


563 


AI818951 


Hs.270614 5.00E-31 


1 


wj89e12jc1 cDNA, 3' end /done=IMAGE2410030 


458E11 


44 


264 


W03955 


Hs.270717 1.0QE-118 


1 


za62dQ4.r1 cDNA, 5' end /done=IMAGE:297127/ 


l0Olsl£ 


•son 
zcu 






We '>~f(\KV*> *1 finP_1fift 

ns.z/uo^o i.uuc-100 


£. 


qmnhirannlin / A D\ mDMA rnmnlafo r»He pinnae 

drnpnircyuiin j/Arvy it irviNM, cuinpieic cus, uuiics 














lambda-A 


196F4 


208 


567 


NMJX>1657 


Hs.270833 1.00E-158 


1 


amphiregulin {schwannoma-derived growth fac 


464G2 


O/O 


529 


AW 172850 


H<5 270999 4 00P-77 


\ 


xi04fD2 x1 cDNA 3' end /done=l MAGE 2656251 




1«31 






He 9710ftA ft 


1 
I 


hf17fft7y1 rTlMA T pnH /rlnnp-IMARF-^Q'}'? IfiR 


A 4 fC 

41 Go 


ACQ 

458 


860 


V4CC<4C 

Y1oo45 


HS.Z71oo7 D 


A 
1 


for monocyte chemotadic protein-2 /cds 3 


464F2 


139 


220 


AW975086 


Hs.271420 2.00E-34 


1 


EST387192 CDNA /gb=AW975086 /gi=81 66291 /ug= 


178E10 


961 


145Z 




HS.271541 0 


1 


CDNA rl_J i iboo TIS, Clone ntJvlDAI UU4ooo /C0S o UNI\ 


129E1 


73 


441 


NM_016049 


Hs.271614 1.00E-136 


1 ' 


CGI-112 protein (LOC51016), mRNA /cas=(1 58,78 


40C9 


4195 


4949 


XI 7033 


Hs.271986 0 


1 


mtegnn alpna-2 subunit/cds s =(48,3593)/gb 


108E1 


917 


1331 




MS.272168 0 


2 


tumor differentially expressed 1 (TDE1), mRNA 


155H10 


232 


715 


AL021395 


HS.272279 1.00E-164 


1 


DNA sequence from clone RP1-269M15 on 














rhrfimnvimp 20o1 


1 cant 


00 


£.60 




He 9779QR 1 nnP_1ftfi 


A 
** 


DMA connonro from rlnno BD1_inftr*5 nn 














chromosome 6p12. 


477C3 


744 


1166 


AL133015 


Hs.272307 0 


2 


mRNA; cDNA DKFZp43402417 (from clone 














DKFZp4340 


173D12 


228 


594 


AL121934 


Hs.272340 1.00E-140 


5 


DNA sequence from clone RP11-209A2 on 














chromosome 6. C 


472D9 


27 


418 


NMJM6136 


Hs.272398 0 


1 


transcription factor ets (TEL2), mRNA /cds={7 


465F9 


1885 


2345 


NM.013351 


HS.272409 0 


1 


T-box21 (TBX21), mRNA/cds=(211,1818) /gb=NM 


41E11 


1 


277 


NMJ)04167 


Hs.272493 1.00E-113 


1 


small inducible cytokine subfamily A (Cys-Cys 


462E11 


8 


526 


NMJJ01503 


Hs.272529 0 


1 


glycosylphosphatidylinositol spedfic phos 


104C6 


210 


327 


AE000659 


Hs.272550 5.00E-61 


1 


T-cell receptor alpha delta locus from bases 2 


596A3 


411 


1208 


NMJH3392 


Hs.272736 0 


5 


nuclear receptor binding protein (NRBP), mRNA 


75C2 


1892 


2188 


AK000316 


Hs.272793 1.00E-165 


1 


FU20309 fis, done HEP07296 /cds=(41 ,127 


58C6 


1 


956 


NM.006Q09 


Hs.272897 0 


2 


Tubulin, alpha, brain-specific (TUBA3), mRNA 
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190H8 


3246 


3771 


AK024471 


Hs.273230 1.0DE-165 


2 


mRNA for FU00064 protein, partial cds /cds=(0 


590E11 


1512 


1860 


NM_014230 


Hs.273307 1.Q0E-168 


4 


signal recognition particle 68kD (SRP68), mRN 


588H2 


696 


1454 


KIM 000515 


Hs 273385 0 


3 


auaninp nurlpfitirip hinrtirtn nmtpin fd nrntpirrt 


165E9 


3186 


3695 


• NWI 014871 


Hs 273397 0 


1 


KIAA0710 npnp nrnrinrt /KIAA07im mRNA /rHc=/ 


462A6 


394 


496 


AA527312 


H3.273775 2.00E-42 


1 


ng36a08.s1 cDNA, 3* end /done=IMAGE:936854 / 


OOf r 1 


1 / Oo 


1Q7R 






1 
















DKFZp564C 


177E5 


1448 


1876 


AK000765 


Hs.274248 0 


1 


FU20758 fis, clone HEP01508 /cds=(464,13 


59E7 


1 


301 


AF151049 


HS.274344 1.00E-159 


3 


HSPC215 mRNA, complete cds /cds=(92,451) /gb= 


174A6 


931 


1352 


NM_0043O1 


Hs.274350 0 


1 


BAF53 (BAF53A), mRNA /cds={135,1425) /gb=NM_0 


99E2 


718 


1391 


NM_018477 


Hs.274369 0 


4 


uncharacterized hypothalamus protein HARP1 1 


117F6 


QfYdfi 

ou*tv 


**47A 








mRKIA (rtr A A 1 AO"X nrnfnin narttal r*Aa Mc=/n 
mr\iMM ior injmm i Hjlo piumin, paiuai cqs /cos— 


52F3 


1724 


2342 


NM_005346 


Hs.274402 1.00E-149 


48 


heat shock 70kD protein 1 (HSPA1B), mRNA/cds=( 




f iy 






nS.^fH4<£0 T.UUfc-loi 


»> 

4. 


TOO tnfaraiMinn InlnmarU DAD4 nmlnm /DAD 

i Kr ^-interacting teiomenc kapi protein (kah 


104A1 


1943 


2398 


AK0021 27 


HS. 274439 0 


1 


FLJ1 1265 fis, clone PLACE1009158 /cas={30 


137D6 


1697 


1817 


NM_001403 


Hs.274466 8.00E-49 


1 


eukaryotic translation elongation factor 1 a 


108D11 


321 


646 


X16863 


Hs.274467 1.00E-160 


1 


Fc-gamma Rlll-1 cDNA for Fo-gamma receptor 111-1 
(CD 


107F1 


567 


895 


AF283771 


Hs.274472 1.00E-168 


1 


clone TCBAP0774 mRNA sequence /cds=UNKNOWN 

In 


O 1 f D9 


A 


Ann 




He 07AA7O n 


0 


'9 

high-mobility group (nonhistone chromosomal) 








IVI 1 £.000 




o 


i -i^eij iBcepior germjii ic Deia-cnajn gene o-i cyioii 


460G5 


602 


775 


M12679 


Hs .274485 3.00E-94 


1 


Cw1 antigen mRNA, complete cds/cds=(0 l 617) 














/gb=M1267 


4S3G7 


163 


744 


D90145 


Hs.274535 0 


4 


LD78 beta gene /cds=(86,367) /gb=D90145 














/gi=219907/ 


472E10 


277 


391 


AI393960 


Hs.274851 6.00E-59 


1 


tg11d04.x1 cDNA, 3' end /clone=IMAGE:21 08455 


115A11 


156 


446 


NM_014624 


Hs.275243 1.00E-157 


8 


S100 calcium-binding protein A6 (calcyclin) ( 


102C6 


23 


448 


AA610514 


Hs.275611 1.00E-161 


1 


np93h02.s1 /ctone=l MAGE: 1133907 /gb=AA6 


160E3 


24 


304 


AA757952 


Hs.275773 1.00E-74 


3 


zg49e07.s1 3' end /clone=IMAGE:396708 / 


500B8 


26 


536 


NM_022551 


Hs.275865 0 


3 


ribosomal protein S18 (RPS18), mRNA /cds=(46,5 


522D9 


184 


593 


NM_001959 


Hs.275959 0 


1 


eukaryotic translation elongation factor 1 b ■ 


151H4 


1 


196 


AA984890 


Hs.276063 5.00E-58 


1 


am62e06 s1 cDNA 3' end /clone=lMAGE- 1576642 


476B10 


362 


615 


BF510670 


Hs 276341 1 00E-1 16 


\ 


UI-H-Bl4-aof-b-08-0-UI s1 cDNA 3' end /c!on 


144F10 


73 


279 


AI318342 


Hs.276552 8.00E-57 


1 


ta73c09.x1 3' end/clone=lMAGE:2049712 ■ 


593G1 


17 


88 


BE747210 


Hs 27671 8 2 00E-26 


1 


601580926F1 cDNA 5* end /donee | MAGE" 3929430 

UVIWVMUI 1 l/UIVl| W d IU (Mvllw IIViriwL..Vjfc**fvw 


473E3 


205 


488 


AI380791 


Hs.276766 1.00E-144 


1 


tg04b12.x1 cDNA, 3' end /clone= IMAGE: 21 07775 


598A2 


72 


427 


NM_001803 


Hs.276770 0 


19 


CDW52 antgen (GAMPATH-1 antigen) (CDW52), mR 


170H2 


83 


432 


X62466 


Hs.275770 0 


1 


CAMPATH-1 (CDW52) antigen /cds=(33,21 8) 


464F7 


2 


454 


AI492640 


Hs.276903 0 


2 


qz1 8a06.x1 cDNA, 3» end /clone=IMAGE:2021 842 


464E5- 


102 


191 


AI493726 


Hs.276907 3.00E-44 


2 


qz12fD8.x1 cDNA, 3' end /clone=IMAGE:2021319 


50B5 


42 


308 


AI581383 


Hs.276988 5.00E-77 


1 


to71c02.x1 cDNA, 3' end /clone=IMAGE:2183714 


468C6 


40 


279 


AI740667 


Hs.277201 1.00E-64 


1 


wg07b07.x1 cDNA, 3" end /clone=IMAGE:2364373 


111D12 


1 


552 


AI749435 


Hs 277224 1 00E-118 


g 


at24b04 x1 cDNA. 3 1 end /do ne= IMAGE -235601 5 


459B4 


176 


367 


A18110B5 


Hs.277293 2.00E-38 


1 


tr03f05.x1 cDNA, 3* end /done=lMAGE:22 17249 


477H3 


6227 


6584 


NMJM3449 


Hs.277401 1.00E-132 


1 


bromodomain adjacent to zinc finger domain, 2A 


54A8 


34 


301 


AW050975 


Hs.277672 3.00E-48 


1 


wz25f04j(1 cDNA, 3' end/done=IMAGE:2559103 


459E4 


1532 


2061 


NM_006389 


Hs.277704 0 


1 


oxygen regulated protein (150kD) (ORP150), mR 


109B6 


3281 


3721 


U65785 


Hs.277704 0 


1 


150 kDa oxygen-regulated protein ORP150 mRNA, 














complet 


524H7 


2979 


3350 


NM_Q05899 


Hs.277721 0 


1 


membrane component, chromosome 17, surface ma 


472F10 


425 


556 


AW082714 


Hs.277738 5.00E-69 


1 


Xb61f07jc1 cDNA, 3' end /done=IMAGE^580805 


176D1 


113 


269 


AW262728 


Hs.277994 6.00E-32 


1 


xq94a12.x1 cDNA, 3' end /clone=IMAGE:2758270 


4S4H4 


2138 


3553 


NM_016733 


Hs.278027 0 


9 


LIM domain kinase 2 (LIMK2), transcript varian 
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145C9 


533 


1446 


D13316 


Hs.278238 0 


3 


transcription factor, E4TF1-47, complete cds 


161C3 


339 


560 


NM_002041 


Hs.278238 1.00E-123 


1 


GA-binding protein transcription factor, bet 


74C9 


345 


1048 


AK026632 


Hs.278242 0 


3 


FU22979 fis, clone KAT1 1379, highly sim 


59E2 


255 


782 


L24604 


Hs.278270 0 


2 


(p23) mRNA, complete cds /cds=(232,714) 














/gb=L24804/ 


521H10 


8 


461 


AI720536 


Hs.278302 1.00E-114 


4 


as83c02.x1 cDNA, 3' end /clone=IMAGE:2335298 


118C6 


830 


1104 


NMJ)01995 


Hs.278333 1.00E-148 


1 


fatty-add-Coenzyme A ligase, long-chain 1 ( 


104E9 


248 


417 


AF151054 


Hs.278429 2.00E-78 


1 


HSPC220 mRNA, complete cds /cds={288,818) /gb 


594F10 


379 


1760 


NMJM6520 


Hs.278429 0 


4 


hepatocellular carcinoma-associated antigen 


126D11 


7374 


7716 


nm_qo6289 


Hs.278559 0 


1 


talin (TLN), mRNA /cds=( 126,7751) /gb=NM_0062 


589E6 


3078 


5778 • 


NM_003105 


Hs.278571 0 


3 


sortilin-related receptor, L(DLR class) A re 


102C10 


669 


1180 


D14041 


Hs.278573 0 


1 


for H-2K binding factor-2, complete cds / 


526H8 


167 


4709 


MM 015874 

111 VI VlwOft 


u fi 978573 0 


5 


H-7K hinrlinn fl Of*51 5fim mPMA /He-/ 


12QA12 


TV? 


I OU«J 






i 


mruvM Tor i\imm i iuo protein, pamat cos /cos— 






OO 10 


ArUOO/O/ 


Ur 07CK0Q A 


A 


general transcription factor 2-1 (GTF2I) mRNA 




Oi l%3 


0004 






4 
1 


RP1 and complement C4B precursor (C4B) genes, 














pa ntai 




AAC\A 


A CO A 


ADflfl'M'Jyl 


MS.27oo71 2.QQE-O0 


4 
1 


K1AAU336 gene, complete cds /cds=(253,5004) 




a r\A 
lU*t 






U- o7oetyj a 
ns.27oo93 0 


A A 

1 1 


TI-Z27I1 /CdS=UNKNOWN /gD-D50525 /gFl 167502 


«4D/tTU 


TOO 


04£ 


bco7io/n 
bc973o4U 


ii _ *)7C7n^ A A AC A AC 

nS.27o7U4 1.U0E-145 


1 


o01680547r1 CDNA, 5 end /aone=IMAGE:3951 154 


75F2 


1121 


1772 


J04755 


Hs 278718 0 


37 


ferritin H nmAP^<3f*ri nQPi irionpnp nnmnlpfp r*Hc 














/cds=UN 


170E12 


204 


843 


AL121735 


Hs.278736 0 


2 


Isoform of human GTP-binding protein G25K 














/cds=(1 04,679)/ 


103F4 


589 


926 


NM_019597 


Hs.278857 0 


1 


heterogeneous nuclear ribonucleoprotein H2 


37F8 


3 


519 


U01923 


Hs.278857 0 


1 


BTK reaton clone fto-3 mRNA /cds= UNKNOWN 














/gb=U01923/ 


66B11 


2195 


2512 


AB029027 


Hs.279039 1.00E-172 


1 


for KIAA1104 protein, complete cds /cds-C 


171G3 


219 


815 


AK027258 


Hs.279040 0 


2 


FU23605 fis, clone LNG15982, highly sim 


172E12 


18 


95 


NMJM4065 


Hs.279040 4.00E-27 


2 


HT001 protein (HT001), mRNA /cds-(241 ,1 203) / 


596A12 


1 


225 


BE220869 


Hs.279231 2.00E-78 


1 


hu01g02.x1 cDNA, 3' end /clone=IMAGE:31 65362 


61 H2 


20 


220 


BE279328 


Hs.279429 2.G0E-32 


3 


601157656F1 cDNA, 5' end /done=IMAGE:3504328 


458E12 


1835 


2473 


'NMJ>14160 


Hs.279474 0 


1 


HSPC070 protein (HSPC070), mRNA /cds=(331 ,1 58 


110F3 


-983 


1614 ' 


NM_016160 


Hs.279518 0 


1 


amyloid precursor protein homolog HSD-2 (LOC5 


37E5 


39 


732 


AK001403 


Hs.279521 0 


1 


FU10541 fis, clone NT2RP2001381 /cds=(3 


66D6 


6 


463 


BE502919 


Hs.279522 0 


1 


hz81b08j(1 cDNA, 3' end /clone=IMAGE:3214359 


123A11 


411 


903 


NM_013237 


Hs.279529 0 


2 


px19-like protein (PX19), mRNA /cds=(1 76,835) 


185A10 


809 


1324 


NMJJ02817 


Hs.279554 0 


1 


proteasome (prosome, macropain) 26S subunit 


472H9 


88 


543 


AL582047 


Hs.279555 0 


1 


AL562047 cDNA /clone=CS0DL003YD01-(3-prime) 


41A2 


1 


326 


AK000575 


Hs.279581 1.00E-162 


1 


FU20558fis, clone REC00775 /cds={6,422) 


'135F4 


648 


935 ; 


NMJ)16283 


Hs.279586 1.00E-110 


1 


adrenal gland protein AD-004 (LOC51578), mRNA 


cnno 

oyua 


841 


935 


D16217 


nS.279607 9.00E-40 


1 


calpastatin, complete cds /cds=(1 62,2288) / 


116B6 


938 


1562 


NM_001750 


Hs.279607 0 


1 


calpastatin (CAST), mRNA !cds={S6,n5B) /gb» 


473F4 


6847 


7401 


NMJ)07329 


Hs.279611 0 


1 


deleted In malignant brain tumors 1 (DMBT1), tr 


123C7 


2488 


2684 ' 


NMJJ21644 


Hs.279681 1.OOE-105 


1 


heterogeneous nuclear ribonucleoprotein H3 


586E2 


357 


633 


NM_014169 


Hs.279761 3.00E-97 


1 


HSPC134 protein (HSPC134), mRNA /cds=(45.716) 


464D6 


383 


524 


NMJH6154 


Hs.279771 1.00E-33 


1 


ras-related GTP-binding protein 4b (RAB4B), m 


99G9 


1375 


1835 


• NM_013388 


Hs.279784 0 


1 


prolactin regulatory element binding (PREB), 


590F4 


1045 


1540 


NM_003883 


HS.279789 0 


2 


histone deacetylase 3 (HDAC3), mRNA /cds=(55,1 


163E1 


59 


564 


NM_015932 


Hs.279813 0 


3 


hypothetical protein (HSPC014), mRNA/cds=(8 


525G5 


3914 


4160 ' 


NM_014819 


Hs.279849 1.00E-138 


1 


KIAA043B gene product (KIAA0438). mRNA /cds={ 


598A10 


9 


821 


NM_003295 


Hs.279860 0 


19 


tumor protein, translationally-controlled 1 


526G8 


734 


1166 


NM_016007 


Hs.279867 0 


1 


CGI-59 protein (LOC51625), mRNA /cds=(2,1 153) 


183G12 


758 


1093 


NMJ31 7774 


Hs.279893 0 


1 


hypothetical protein FU20342 (FU20342), mR 


36B3 


247 


611 


AK025623 


Hs.279901 0 


1 


FU21970 fis, clone HEP05733, highly sim 


592G3 


479 


1052 


NMJJ16146 


HS.279901 0 


4 


PTD009 protein (PTD009), mRNA/cds=(257,916) 
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38F5 


811 


1256 


AF1 51875 


Hs.279918 0 


4 


CGI-117 protein mRNA, complete cds /cds=(456,9 


161E3 


542 


862 


NM_016391 


Hs.279918 1.00E-151 


1 


hypothetical protein (HSPC1 11), mRNA /cds=(6 


684F11 


10 


212 


NM_014248 


HS.279919 1.00E-112 


2 


ring-box 1 (RBX1), mRNA/cds=(6,332)/gb=NMJ) 


588H7 


400 


1155 


NMJ)03404 


Hs.279920 0 


12 


tyrosine 3-monooxygenase/tryptophan 5-monoo 


169C8 


400 


1155 


X57346 


HS.279920 1.00E-131 


2 


HS1 protein /cds=(372,11 12) /gb=X57346 


147A1 


209 


1978 


AK025927 


Hs.279921 0 


8 


FU22274 fis, done HRC03616, highly sim 


591 H11 


48 


1810 


NMJ)16127 


Hs.279921 1.00E-176 


33 


HSPC035 protein (LOC51669), mRNA /cds={16,103 


69D1 


727 


1776 


NMJ)14366 


Hs.279923 0 


3 


putative nucleotide binding protein, estradio 


52C6 


303 


1151 


V00522 


Hs.279930 0 


2 


encoding major histocompatibility complex gene 


158C11 


2483 


2785 


D84224 


Hs.279946 1.00E-166 


2 


methionyl tRNA synthetase, complete c 


194E7 


1525 


1767 


NM_004990 


Hs.279946 1.00E-125 


1 


methionine-tRNA synthetase (MARS), mRNA /cds 


62E5 


215 


701 


U93243 


Hs.279948 0 


1 


Ubc6p homolog mRNA, complete cds /cds=(27,983) 


145G3 


1 


1882 


AK024090 


Hs.281434 1.00E-147 


5 


FU1 4028 fis, clone HEMBA1003838 /cds=UN 


473A6 


1 


310 


BE552131 


Hs.282091 1.G0E-158 


1 


hw29b05.x1 cDNA, 3* end /done=IMAGE:31 84305 


52C12 


1 


455 


R67739 


Hs.282401 0 


1 


yi28c06.r1 cDNA, 5* end /clone=lMAGE: 140554 / 


112A3 


5072 


5274 


NM_006165 


Hs.282441 3.00E-83 


1 


nudear factor related to kappa B binding prote 


61 H3 


443 


577 


AV648638 


Hs.282867 2.00E-68 


4 


AV648638 cDNA, 3* end /done=GLCBLE12 /clone_ 


37D3 


38 


766 


AF287008 


Hs.283022 0 


5 


triggering receptor expressed on monocytes 1 


125C5 


32 


748 


NMJ)18643 


Hs.283022 0 


13 


triggering receptor expressed on myeloid cell 


41B1 


597 


1084 


NM_018636 


Hs.283106 0 


2 


hypothetical protein PR02987 (PR02987), mRNA 


111E9 


1111 


1405 


AB037802 


Hs.283109 1.00E-152 


1 


mRNA for KIAA1381 protein, partial cds /cds=(0 


169D7 


5 


175 


BE672733 


Hs.283216 2.00E-37 


1 


7b75g07j(1 3' end /clone=lMAGE:3234108 


74G11 


47 


384 


BE676472 


Hs.283267 1.00E-151 


1 


7f30c05.x1 cDNA, 3' end /clone=IMAGE:32961 68 


1QH AC 


£.00 


Don 


KIM 01850-7 




3 


hypothetical protein PR01843 (PR01843), mRNA 


465B7 


114 


638 


AW979262 


Hs.283410 0 


2 


EST391372 cDNA /gb=AW979262 /gi=8170550 /ug= 


143fcl 


iy i u 




MM 090.917 


H^ft'ifill 1 O0P-11O 




hvDothetical orotein DKFZD547I014 <DKFZd547I 






/ «jy 


rVr 1 1 DDZU 


He 9R3fttn n 
no.toooou u 




PRO1088 mRNA comolete cds /cds=UNKNOWN 














/gb=A 


462D10 


63 


279 


NMJ307220 


Hs.283646 1.Q0E-119 


1 


carbonic anhydrase VB, mitochondrial (CA5B), 


518B11 


359 


690 


NM_016056 


Hs.283670 1.00E-167 


2 


CGI-1 19 protein (LOC51643), mRNA /cds=K0,776) 


oono 


i 


99R 


DC/ » Oslo 


H<5 283674 8 00E-85 


1 


601466063F1 cDNA, 5' end /done=IMAGE:3869391 




QfT7 


I'M 1 


Kim ni7ftni 

IN IVI_U I / ou • 


Hq 9R^fift5 n 


-j 


hvnoihetical orotein FLJ20396 (FLJ20396) mR 


59d1 






AriU^oUo 


ns.^oooyu u 


c 
o 


Hnnp H41 nnknnwn mRNA 7nri<;=/^9^ /ab=AF 
woiie n*# i unJviiuwii iiiixin/a iiAia- ^o^o, iuot/ i y u~* avi 


QQD1 


1 


toy 


INIV1_U 1 Of / O 






un characterised hvoothalamus orotein HBEX2 


39C3 


997 


3088 


NM 020151 


Hs.283722 0 


2 


GTT1 protein (GTT1), mRNA /cds= (553, 1440) Igb 


592E4 


13 


2219 


NM_020357 


Hs.283728 0 


2 


PEST-containing nuclear protein (penp), mRNA 


142F11 


138 


371 


AF1 73296 


Hs.283740 1.00E-130 


1 


e(y)2 homolog mRNA, complete cds /cds=(21 6,521 


592F3 


480 


858 


NIvM) 13234 


HS.2B3781 U 




muscie specmc gene ^iviy^, rnr^iNM /ca^^i / i f o£t ) 


159E5 


3 


281 


AL121916 


HS.2o3o3o l.UOE-113 


6 


una sequence irom cione rvri-ioyvj 10 on 














chmmftirtmp 20 




O I r 


892 


Al 191 5A5 


Hs 283864 9 00E- 70 


2 


DNA sequence from clone RP 11 L 504H 3 on 














chromosome 20 C 


16603 


1 


227 


X72475 


Hs.283972 6.00E-70 


1 


for rearranged Ig kappa light chain variable 


134E8 


980 


1302 


NM_014110 


Hs.284136 0 


47 


PRO2047 protein (PRO2047), mRNA /cds=(798,968 


596C5 


30 


705 


NM_Q06134 


Hs.284142 0 


2 


chromosome 21 open reading frame 4 (C210RF4), m 


74A4 


1944 


2157 


AL359585 


Hs.284158 1.00E-110 


3 


cDNA DKFZp762B195 (from done DKF2p762B1 


159A4 


159 


1414 


AF165521 


Hs.284162 0 


4 


ribosomal protein L30 isolog (L30) mRNA, compl 


597F9 


836 


1000 


NM_016304 


Hs.284162 1.Q0E-88 


1 


60S ribosomal protein L30 isolog (LOC511B7), m 


462D2 


655 


1306 


NMJ)16301 


HsJ284164 0 


1 


protein x 0004 (LOC51184), mRNA /cds={31,885) 


458C6 


720 


910 


AP001753 


Hs.284189 1.00E-102 


1 


genomic DNA, chromosome 21 q, section 97/105 / 


165D5 


1482 


2302 


AB040120 


Hs.284205 0 


2 


mRNA for BCG induced integral membrane protein 
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180C12 


309 


602 


BF381953 


Hs.284235 1.00E-148 


2 


601 81 6251 F1 cDNA, 5' end /clone=IMAGE:4050061 


67D9 


27 


2026 


AK024969 


Hs.284249 0 


10 


FU21316 fis, done COL02253, highly sim 


39D1 


307 


2899 


U90552 


Hs.284283 0 


5 


butyrophilin (BTF5) mRNA, complete cds 














/cds=<359,190 


147C8 


391 


556 


AF161451 


Hs.284295 2.00E-58 


1 


HSPC333 mRNA, partial cds /cds= (0,443) /gb=AF 


192C12 


333 


484 


AV700210 


his. 284605 5.00E-57 


1 


AV700210 cDNA, 3* end /clone=GKBALC03 /clone_ 


49G11 


380 


523 


AV700636 


Hs.284674 4.00E-33 


1 


AV700636 CDMA, 3* end /clone=GKBAGH1 2 /clone_ 


A A Cp A A 


o/o 


lOOl 




Li— t yQGf\4'7 ft 

HS.Z05Q 1 ( 0 


A 
1 


CUNA FLJ1oZ29 iIS, Clone QVARC1Q001Q6 /CdS=(15 










He 9flfiin7 ft 


1 

1 


cuna ri_j 1 ooy / us, cione rLHUtiuuiooi /cos— 


70F4 




605 


AV700298 


Hs 285173 0 


4 


AV700298 cDNA 3' end /done=GKCBVGOS /done 


66C6 


684 


1415 


NMJ)013Q0 


Hs.285313 0 


5 


core promoter element binding protein (COPEB), 


169F2 


4 


460 


BF684382 


Hs.285555 0 


2 


602141836F1 5' end /clone=IMAGE:4302776 


171 F12 


646 


639 


X58529 


Hs 285823 6 ODF-99 


2 


rpa rrannpH immnnnnlnhuliri mRMA fnr mn hoauu chain 
icaiiaiiycu u m i iui iu^iuuuhi i h h \i haa iui iiiu i icavy uiam 

enh 


142F10 


1438 


1728 


AK025788 


Hs.285833 1.0DE-152 


1 


FU22135 fis, clone HEP20858 fcds=UNKNOW 


171H2 


1 


2500 


AL 050376 


Hs 285853 5 00E-21 


1 


mRNA* cDNA DKFZD586J101 ffrom clone 














DKFZp586J1 


40C5 


786 


1163 


AK026603 


Hs.286124 0 


2 


FU22950 fis, clone KAT09618, highly sim 


458D9 


55 


684 


NMJ)16041 


Hs.286131 0 


1 


CGI-101 protein (LOC51009), mRNA /cds=(6,635) 


458D1 


1 


310 


AK025886 


Hs.286194 1.0DE-151 


1 


cDNA: FU22233fis, clone HRC02016/cds=(35,12 


515C10 


817 


1136 • 


AK021791 


Hs.286212 1.00E-138 


1 


cDNA FU11729fis. clone HEMBA1005394, modera 


71 C7 


285 


2441 


AK026933 


Hs.286236 0 


7 


cDNA: FU23280 fis, clone HEP07194 /cds=(468,1 


184B9 


372 


612 


BE965319 


Hs.286754 3.00E-66 


2 


601659229R1 cDNA, 3' end /done=IMAGE:3895783 


586C12 


18 


381 


NM_000996 


Hs. 287361 0 


3 


ribosomal protein L35a (RPL35A), mRNA /cds=(6 


36C6 


152 


685 


AJ277247 


Hs 287369 0 


37 




513H8 


17 


690 


NM 020525 


Hs 287369 0 


510 


rntprlpnkin 22 flL22^ mRMA /eH<5=f71 61 0^ /ah 


586G2 


3978 


4107 


NMJ)21621 


Hs.287387 3.00E-68 


1 


caspase recruitment domain protein 7 (CARD7), 


99D12 


2330 


2851 


NMJH5906 


Hs.287414 0 


1 


transcriptional intermediary factor 1 gamma ( 










He Ofl7£11 1 ftftC 4 cc 
nS.^OfOOl l.UUfc-lOO 


A 

1 


-nW& CI M A IRQ fit? «lnno Dl APC1ftft*%QCif Ir*r1t?—t tM 

CUNA rLJ14^Dy T1S, Clone rLAUtl UUooo4 /COS-UN 


465A11 


2226 


2321 ' 


■ AK024372 


Hs 287634 1 DDF-42 




rDNA FL 114310 fis rinnp PLArF3fin0271 /rri«;=r4rj 


190A11 


679 


1126 


AK026769 


Hs. 287725 0 


1 


cDNA: FU23116fis, clone LNG07945, highly sim 


75E2 


479 


837 


AL390738 


Hs.287788 1.00E-146 


3 


DNA sequence from clone RP1 1-438F9 on 














chromosome 13 C 


59B7 


488 


1071 


AK022537 


Hs.287863 0 


1 


FU12475 fis, clone NT2RM1O00962 /cds=(16 


460E8 


1611 


1979 


AK024092 


Hs.287864 0 


1 


cDNA FU14030fis, clone HEMBA1 004086 /cds=UNK 


465F11 


5714 


6271 


NM_006312 


Hs.287994 0 


1 • 


nuclear receptor co-repressor 2 (NCOR2), mRNA 


150E12 


2041 


2720 


AK026834 


Hs.287995 0 


3 


FU23181 fis, clone LNG1 1094 /cds=UNKNOW 


52D9 


703 


1482 


AB016247 


Hs.288031 0 


1 


1 for sterol-C5-desaturase, complete cds 


37F4 


1091 


1655 


AK025375 


Hs.288061 1.00E-141 


20 


FU21722 fis, clone COLF0522, highly sim 


188G5 


1081 


1753 


NM_001101 


Hs.288061 0 


69 


actin, beta (ACTB), mRNA /cds=(73,1200) /gb=N 


171C12 


2103 


2426 


AB046857 


Hs.288140 1.00E-158 


1 


KIAA1637 protein, partial cds /cds=(0 


104E8 


1354 


1790 


AK023078 


Hs.288141 0 


1 


FU13016 fis, clone NT2RP3000624, modera 


181A4 


1890 


2507 


AK022030 


Hs.288178 0 


2 


cDNA FU11968 fis, clone HEMBB1001133 /cds=UNK 


129A1 


3522 


3748 


J04144 


Hs.288204 1.00E-125 


1 


angiotensin l-converting enzyme mRNA, complete cds 
/ 


598D12 


1464 


1947 


AK025643 


Hs.288224 0 


3 


cDNA: FU21990 fis, clone HEP06386 /cds=(22,49 


52E6 


920 


1388 


AK023402 


Hs.288416 0 


2 


FU13340fis, clone OVARC1001942, weakly 


165E3 


303 


640 


NMJ>20666 


Hs.288417 0 


1 


protein serine threonine kinase Clk4 (CLK4), 


53D3 


1 


153 


AK022280 


Hs.288435 6.00E-76 


1 


FU12218 fis, clone MAMMA1001075, modera 


58BC2 


223 


448 


BF110312 


Hs.288443 1.00E-63 


3 


7n36d08.x1 cDNA, 3' end /clone=IMAGE:3566654 
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521F12 


1922 


2248 


AK026923 


Hs.288455 0 


1 


cONA: FU23270 fis, done COL10309, highly sim 


12QA11 


825 


1855 


AK026078 


Hs.288555 0 


2 


cDNA: FU22425 fis, clone HRC08686 














/cds=UNKNOW 


129D11 


1723 


1984 


AK023470 


Hs.288673 1.00E-143 


2 


FU13408 fis, clone PLACE1001672, weakly 


109B12 


1686 


2086 


AK025215 


Hs.288708 1.00E-121 


8 


FU21562 fis, done COL06420 /cds=(238,2 


178F11 


387 


558 


NM_005402 


Hs.288757 3.00E-93 


1 


v-ral simian leukemia viral oncogene homolog 


58F8 


1262 


1604 


AK022735 


Hs.288836 0 


1 


cDNA FU12673 fis, clone NT2RM4002344 /cds=(2, 


163E11 


350 


1687 


AK024094 


Hs.288856 1.00E-25 


2 


FU14032 fis, clone HEMBA1 004353, highly 


105B4 


741 


1243 


AK025092 


Hs.288872 0 


1 


FU21439 fis, clone COL04352 /cds=(206,1 


106D10 


1598 


2291 


AB014515 


Hs.288891 0 


3 


for KIAA061 5 protein, complete cds /cds={ 


460F8 


154 


2487 


NM_021818 


Hs.288908 1.00E-150 


2 


WW Domain-Contain in □ Gene IWW45) mRNA fcris>—( 


48A6 


560 


1258 


NM.017644 


Hs.288922 0 


1 


hypothetical protein FU20059 (FU20059), mR 


168B10 


1271 


1747 


AK023320 


Hs.288929 0 


1 


FU13258 fis, clone OVARC1000862, modera 


114E2 


2395 


2849 


AK023256 


Hs.288932 0 


1 


cONA FLJ1 31 94 fis, clone NT2RP3004378, weakly 


586F9 


368 


730 


AK026363 


Hs!288936 1.00E-162 


4 


cDNA: FU22710fis, done HSI13340/cds=UNKNOW 


180B4 


831 


959 


NMJ500344 


HS.288986 1.00E-32 


1 


survival of motor neuron 1, telomeric (SMN1), 


149A12 


10 


1958 


AK025467 


Hs.289008 0 


5 


FU21814 fis, done HEP01068 /cds=UNKNOW 


117B5 


5160 


5611 


NMJH2231 


Hs.289024 1.00E-141 


1 


PR domain containing 2, with ZNF domain (PRDM2) 


469A5 


3132 


3365 


AK024456 


Hs.289034 1.00E-106 


1 


mRNA for FLJ0D048 protein, partial cds /cds=(2 


461 F6 


398 


473 


AK0241 97 


Hs.289037 7.00E-37 


1 


cDNA FU14135 fis, done MAMMA1 002728 /cds=UN 


176G11 


1049 


1811 


AK024669 


Hs.289069 0 


4 


cONA: FU21016 fis, done CAE05735 /cds=(90,11 


473A5 


1343 


1937 


NM_013326 


Hs.289080 0 


1 


colon cancer-associated protein Mici (MIC1), 


591 G2 


14 


2259 


NM_005348 


Hs.289088 0 


14 


heat shock 90kD protein 1 , alpha (HSPCA), mRNA 


70D3 


21 


2912 


X15183 


Hs.289088 0 


17 


90-kDa heat-shock protein /cds=(60,2258) /g 


37E8 


780 


1509 


AK026033 


Hs.289092 0 


5 


FU22380 fis, clone HRC07453, highly sim 


74B10 


408 


791 


X00453 


Hs 289095 1 00E-153 


2 


aene fraament for DX aloha-chain sianal Deotide 


518B5 


870 


1128 


NM_005313 


Hs.289101 1.D0E-119 


1 


alucose reaulated Drotefn 58kD ("GRP58) mRNA 


472A3 


116 


304 


X83300 


Hs.289103 4.00E-84 


1 


H.sapiens SMA4 mRNA /cds={66,488) /gb=X83300 














/gF603028/ 


112G6 


1703 


2550 


. NMJ)01166 


HS.289107 0 


5 


baculoviral 1AP repeat-containing 2 (BIRC2), 


37F11 


1996 


2580 


U37547 


Hs. 2891 07 0 


2 


IAP homolog B (MIHB) mRNA, complete cds 














fcds=(1 159,301 


169A12 


371 


588 


X57812 


Hs.289110 2.00E-84 


1 


rearranged immunoglobulin lambda light chain /c 


472D6 


. 2102 


2424 


AF294900 


Hs.289118 1.00E-121 


1 


beta, beta-carotane 15,15'- dioxygenase (BCD 


151D1 


2214 


2294 


AK025B46 


Hs.289721 1.00E-38 


2 


FU22193 fis. done HRC01108 /cds=UNKNOW 


40A8 


160 


346 


AI761924 


Hs.289834 2.00E-94 


1 


wg68h03.x1 cDNA, 3' end /done=IMAGE:2370293 


468D5 


42 


105 


AA719103 


Hs.290535 5.00E-29 




zh33d10.s1 cDNA, 3* end /done=IMAGE:413875 / 


515B6 


7 


249 


AA837754 


Hs.291129 2.00E-61 


1 


oe10d02.s1 cONA /ctone=IMAGE: 1385475 /gb=AA 


594C9 


16 


319 


NM_005745 


Hs.291904 1.00E-150 


1 


accessory proteins BAP31/BAP29 (DXS1357E), m 


476C10 


180 


311 


AI184710 


Hs.292276 8.00E-62 


1 


qd64a01jd cDNA, 3' end /done=IMAGE:1734216 


466G5 


65 


*+3 1 


ft A4R1 RDA 


Me OOOAtM n 


i 
i 


•yvMHDA H rPlMfi C' onrl Mnna— HV/IAf2F-7Q«;7R0 / 

zxoiauo.ri cuinm, o enu /cione— iiviAoc. / yo /oy / 


oo trie 




O It 


oro i u i do 


nS.£?ZH3/ J.Uvt-OO 


A 
1 


Duic3y4o^Dri cuina, o eno /done— iwiAot.4 u*niy 


590D6 


1 


406 


BG339050 


Hs.292457 0 


2 


602436875F1 cDNA, 5 1 end /done=IMAGE: 4554643 


150G5 


160 


431 


A1440234 


Hs.292490 6.00E-66 


1 


ti99h12jd cDNA, 3' end /clone=IMAGE:2140199 


594F8 


319 


447 


AA761571 


HS.2925191.00E-57 


1 


nz23dQ6.s1 cDNA, 3' end /done=lMAGE: 128861 9 


122E2 


91 


307 


AI582954 


Hs.292553 4.00E-47 


1 


tr98e07JCl cDNA, 3' end /clone=!MAGE:2227140 


41 E5 


363 


463 


D59502 


HS.292590 3.00E-48 


1 


HUM041H11A cDNA, 3' end /done=GEN-041H11 Id 


99B8 


215 


378 


AI672433 


HS.292615 6.00E-62 


4 


wa03b05.x1 cDNA, 3' end /done=IMAGE:2296977 


72C6 


198 


484 


AA719537 


Hs.292877 1.00E-112 


3 


Zh40g12.s1 cDNA, 3* end /done=lMAGE:4 14598 / 


157H5 


49 


447 


AJ962127 


Hs.292901 1.00E-126 


1 


wx77f07.x1 3' end /done=IMAGE:2549701 


115C2 


2052 


2613 


NM_0C6310 


Hs.293007 0 


1 


aminopeptidase puromydn sensitive (NPEPPS), 


463F3 


14 


445 


AW629485 


Hs.293352 0 


2 


hi59b07.x1 cDNA, 3* end /done=IMAGE:2976565 


193H8 


94 


333 


AI263141 


Hs.293444 7.00E-58 


1 


qw90c01 J<1 cDNA, 3' end /done=IMAGE: 1998336 


170G9 


46 


713 


AI452611 


Hs.293473 9.00E-21 


1 


t}27g07.x1 cDNA, 3' end /done=IMAGE:2 142780 



276 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



100F9 


554 


666 


BE905040 


HS.293515 ZQ0E-43 


1 


601496859F1 cDNA, 5 1 end /done=IMAGE:3898767 


588G9 


153 


507 


BF794089 


Hs.293658 1.00E-143 


1 


602255649F1 cDNA, S end /clone=IMAGE:4338732 


142G8 


2 


231 


AV701332 


Hs.293689 1.00E-79 


1 


AV701 332 cDNA, 5' end /done=ADAABD03 /done_ 


137A4 


1 


557 


BF029654 


Hs.293777 0 


1 


601 765621 F1 cDNA, 5* end /clone=IMAGE:3997900 


478C6 


442 


622 


BE743123 


Hs.293842 3.00E-63 


1 


601571679F1 cDNA, 5' end /clone=IMAGE:3838675 


100E7 


198 


488 


BE748663 


Hs.293842 1.00E-145 


1 


601571679T1 cDNA. 3' end /clone=IMAGE:3838675 


110B4 


246 


469 


NMJ516398 


Hs.293905 1.00E-122 


1 


hypothetical protein (HSPC131), mRNA/cds=(1 


466D2 


198 


543 


AW972477 


Hs.294083 1.00E-1B0 


1 


EST384568 cDNA /gb=AW972477 /g>=81 62323 /ug= 


100C10 


1 


398 


AW963235 


Hs.294092 0 


2 


EST375308 /gb=AW963235 /gi=81 53071 fag= 


118F10 


418 


552 


BF245076 


Hs.294110 1.00E-48 


1 


601863910F1 cDNA, 5' end /clone=IMAGE:4082235 


595H2 


1150 


2308 


BC002450 


Hs.294135 0 


20 


ribosomal protein L4, clone MGC:776, mRNA, co 


596B4 


139 


414 


BE621121 


Hs.294309 7.00E-73 


3 


601493943F1 cDNA, 5* end /clone=IMAGE:3896051 


114D4 


600 


738 


BE961923 


Hs.294348 8.00E^33 


1 


601655335R1 cDNA, 3* end /c!one= IMAGE: 3845768 




4 QC 
1 OO 


eoc 


RPQR^RI i 




e 
o 




53E11 


433 


701 


BE964149 


Hs.294612 5.00E-S1 


1 


601657833R1 cDNA, 3' end /clone=lMAGE:3875984 


179A11 


442 


776 


BF313856 


Hs.294754 9.00E-79 


1 


601 902261 F1 5' end /done= IMAGE: 41 34998 


102B9 


146 


347 


H71236 


Hs.295055 7.00E-90 


2 


ys12f10.s1 cDNA, 3'end/done=IMAGE:214603/ 


110F4 


136 


358 


H80108 


Hs.295107 1.00E-118 


1 


yu09f02.s1 cDNA, 3' end /clone=lMAGE:233307 / 


593F2 


78 


381 


AF212224 


Hs.295231 1.00E-172 


3 


CLK4 mRNA, complete cds /cds={153,1514)/gb=A 


50G9 


355 


415 


AI052431 


Hs.295451 1.Q0E-26 


2 


oz07e08.x1 cDNA, 3' end /clone=!MAGE: 1674662 


102E4 


99 


413 


AI560551 


Hs.295682 1.00E-146 


8 


tq60f01.x1 cDNA, 3' end /clone=IMAGE:22 13209 


486F7 


263 


489 


BF572855 


Hs.295806 1.00E-100 


1 


602079424F2 cDNA, 5' end /clone=lMAGE:4254172 


39C1 


2054 


2315 


AL050141 


Hs.295833 V00E-144 


6 


cDNA DKFZp58BO031 (from clone DKFZp586O0 


192D3 


48 


551 


AW081320 


Hs.295945 1.00E-158 


4 


xc30f12.x1 cDNA, 3' end /done=IMAGE:2585807 






850 


r\L. 11/ OOD 


He 9QRQRQ R ftftP JVJ 


A 
1 


t/LJIYrl L/l\rfcJ>KWJU 1 C. \}\\J\\\ UUNS LT\r £-\)**<J*t\D\J 


168D1 


73 


1193 


AL360190 


Hs.295978 1.00E-134 


3 


mRNA full length insert cDNA done EUROIMAGE 74 


A7HR 


I uo 


DO I 


A\A/1 ROflRR 
/AW 1 jUUOj 




o 
o 


vn^fiffM v1 rPlWA V <»nH /rJnnpslMAftP-^R^QRR^ 


151H9 


197 


507 


AW264291 


Hs.296057 1.00E-113 


1 


xq97g08.x1 cDNA, 3' end /done=IMAGE:2758622 


56A1 


1034 


1220 


AJ012504 


Hs.295151 3.00E-74 


1 


activated in tumor suppression, done TSA 


525D12 


42 


545 


AI922889 


HS.295159 1.00E-14B 


42 


wn64g11.x1 cDNA, 3' end /done=IMAGE:2450276 


72C12 


280 


545 


AW1 66001 


Hs.296159 1.00E-84 


10 


Xf43e11.x1 cDNA, 3' end /done=IMAGE:2620844 


99B1 


21 


286 


BE259480 


Hs.298183 4.00E-81 


3 


601106571F1 cDNA, 5' end /done=lMAGE:3342929 


143F5 


1R 


178 




He 9QR1 R3 1 OnP-RR 


i 




110A10 


911R 


2237 


ALU9Q f 


He 9QR9/T* 1 ftf\P_ft1 


i 


r r\MA ntCP7n/lAd.An'l^ ffrnm rJrkn& nKP7nd/^lAn 


170G1 


16 


304 


BE964134 


Hs.295246 4.Q0E-9S 


1 


* 601 65781 8R1 cDNA, 3' end /done=IMAGE:3876028 


597G5 


168 


1564 


NMJ314456 


HS.29B251 0 


18 


programmed cell death 4 (PDCD4). mRNA /cds=(84 


184A12 


686 


1564 


U95528 


Hs.296251 0 


2 


nudear antigen H731-like protein mRNA, compl 


479H10 


247 


540 


NMJ)02072 


Hs.295261 1.Q0E-117 


1 


guanine nudeotide binding protein (G protein 


179H11 


48 


250 


BF315059 


Hs.295266 3.0QE-56 


1 


601899090F1 5' end /done=IMAGE:41 28334 


182E9 


1576 


2251 


AK023460 


Hs.295275 0 


2 


FU13398 fis, clone PLACE1 001377, highly 


459B11 


305 


545 


BF340402 


Ks .2953 17 1.Q0E-79 


1 


602036746F1 cDNA, 5' end /done=IMAGE:41 84602 


459B12 


349 


721 


AK001838 


HS.29S323 0 


1 


cDNA FU10976 fis, clone PLACE1001399 /cds=UN 


179F8 


1 


756 


BF342246 


Hs.295333 0 


2 


60201 301 9F1 5* end /clone=IMAGE:41 48741 
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171D1 


12 


330 


AV693913 


Hs.296339 1.00E-100 


1 


AV693913 cDNA, 5' end /done=GKCDVG04 /cIone_ 


39B9 


1 


297 


AB046771 


Hs.296350 1.00E-167 


1 


for KIAA1551 protein, partial cds /cds=(0 


36H12 


547 


1089 


M96995 


Hs.296381 0 


2 


epidermal growth factor receptor-binding pro 


459F1 


867 


1020 


NMJH4499 


Hs.296433 4.00E-76 


1 


putative purinergic receptor (P2Y10), mRNA /c 


584A11 


615 


1287 


NM_006392 


Hs.296585 0 


4 


nucleolar protein (KKE/D repeat) (NOP56), mRN 


593F7 


209 


752 


NM_005678 


Hs.296948 0 


2 


SNRPN ud stream readina frame fSNURFl trans cr 


174F7 


493 


681 


BE253125 


Hs.297095 2.00E-60 


5 


601116648F1 cDNA 5* end /elone=lIvlAGE*33571 78 


123H9 


132 


413 


BE965554 


Hs.297190 9.00E-88 


1 


601659486R1 cDNA, 3* end /ctone=IMAGE:3896204 


123D6 


1105 


1595 


AF1 13676 


Hs.297681 0 


1 


clone FLB2803 PRO0684 mRNA, complete cds /cds= 


71C6 


1075 


1630 


NM_Q03380 


Hs.297753 0 


2 


vimentin (VIM), mRNA /cds=( 122,1 522) /gb=NM_0 


586G5 


1179 


1452 


NMJW1908 


Hs.297939 1.00E-142 


1 


cathepsin B (CTSB), mRNA /cds=(1 77,1 1 96) /gb= 


521 E7 ' 


1 


220 


NM_001022 


Hs.298262 1.00E-119 


4 


ribosomal protein S19 (RPS19), mRNA/cds=(22,4 


466H7 


q 




MVVO l*f 1 O I 


ns.zyooo** i .uuc-i oo 


4 
I 


ng//auo.xi cuna, o end /clone-iMAv3ti.2951o21 


464A4 


675 


1232 


BC001077 


Hs.299214 0 


1 


done IMAGE:2822295, mRNA. partial cds /cds= 


466F3 


49 


337 


AA1 32448 


Hs.299416 1.00E-141 


1 


zo20a03.s1 cDNA, 3' end /clone=IMAGE:587404 / 


589B10 


123 


339 


AW073707 


Hs.299581 1.00E-55 


30 


xb01h03.x1 cDNA, 3' end /clone=IMAGE:2575051 


521 H4 


3 


371 


NM_Q01000 


Hs.300141 1.00E-125 


4 


. ribosomal protein L39 (RPL39), mRNA /cds=(37,1 


599F12 


36 


326 


AW243795 


Hs.300220 2.00E-67 


1 


xo56f02.x1 cDNA, 3* end /clone=IMAGE:2707995 


479A6 


173 


356 


AW262077 


Hs.300229 3.00E-64 


1 


xq61e07.x1 cDNA, 3' end /clone=IMAGE:2755140 


111C8 


806 


1350 


NMJJ18579 


Hs.300496 1.00E-147 


6 


mitochondrial solute carrier (LOC51312), mRN 


459D8 


1 


679 


NM_014478 


Hs. 300684 0 


1 


calcitonin gene-related peptide-receptor co 


522C5 


98 


1360 


NM_001154 


Hs.300711 0 


10 


annexin A5 (ANXA5), mRNA /cds=(192,1 154) /gb= 


596B7 


407 


750 


NM_003130 


Hs. 300741 2.00E-83 




sorcin (SR\) mRNA /cds=M2 608} /ab=NM 0031 3 

WviVNl y wl »■/ r l III xl \ /wUg ^ l^ y www/ /y W 1 ill VI www 1 w 


191 A3 


210 


440 


AA788623 


Hs.301104 4.0QE-34 


9 


ah29f09.s1 cDNA, 3' end /clone=1 240265 /clone 


123E1 


15 


267 


BE963194 


Hs.301110 1.00E-60 


11 


60165681 1R1 cDNA, 3' end /clone=IMAGE:3865731 


116F11 


346 


650 


NMJJ14029 


Hs.301175 2.00E-71 


2 


HSPC022 protein (HSPC022), mRNA /cds=(1 8,623) 


58D4 


469 


611 


AW863111 


Hs.301183 8.00E-50 


1 


MR3-SN0009-010400-101-f02 cDNA /gb=AW8631 1 1 


122D8 


3644 


4034 


AB037808 


Hs.301434 0 


1 


mRNA for KIAA1387 Drotein Dartial cds Jcdz=(G 


520F11 . 


276 


553 


BE886472 


Hs.301486 1.00E-111 


1 


601509B88F1 cDNA, 5' end /clone=IMAGE:3911301 


512E5 


71 


687 


NM_001011 


Hs.301547 0 


8 


ribosomal protein S7 (RPS7), mRNA /cds=(81 ,665 


463F9 


168 


689 


AV702152 


H3.301570 0 


1 


AV702152 cDNA. 5' end /elone=ADBBFH05 /clone 


117A12 . 


2239 


2395 


NM_007167 


Hs.301637 5.00E-78 


1 


zinc finger protein 258 (ZNF258), mRNA /cds=<9 


190A6 


12942 13156 


AF155238 


HS.301698 1.00E-114 


1 


BAC 180123 chromosome 6 map 8q24.3 beta-galacto 


594F12 


1409 


1841 


NMJ)05442 


Hs.301704 0 


1 


. eomesodermin (Xenopus laevis) homolog (EOMES) - 


116G12 


5477 


.5571. 


AB 033081 


Hs.301721 6.00E-47 


1 


mRNA for KIAA1255 Drotein Dartial cds /cds=f0 


123C4 


23 


579 


BE260041 


Hs.301809 1 00E-129 


4 


601150579F1 cDNA 5* end /clone=l MAG F* 350341 9 


192E12 


1458 


1854 


NM_007145 


Hs.301819 0 


1 


zinc finger protein 146 (ZNF146), mRNA /cds=(8 


590G8 


1100 


1307 


AF132197 


Hs.301824 3.Q0E-57 


1 


PR01331 mRNA, complete cds /cds=(422,616) /gb 


482E5 


, 1764 


2139 


NMJJ01295 


Hs.301921 0 


1 


chemokine (C-C motif) receptor 1 (CCR1), mRNA 


583C5 


4283 


4684 


NM_014415 


Hs.301956 0 


1 


zinc finger protein (ZNF-U69274), mRNA /cds=( 


173G11 


645 


839 


X58529 


Hs.302063 1.00E-104 


4 


rearranged immunoglobulin mRNA for mu heavy chain 
enh 


597D11 


30 


369 


AL137162 


Hs.302114 1.00E-150 


5 


DNA sequence from done RP5-843L14 on 














chromosome 20. 


191G9 


182 


353 


AC004079 


Hs.302183 9.00E-60 


1 


PAC done RP1-167F23 from 7p15 /cds=(0,569) /g 


473D2 


102 


333 


BF477640 


Hs.302447 1.00E-126 


1 


7rO1c05.x1 cDNA/clone=IMAGE/gb=BF477640/g 


479A9 


18 


267 


BE964028 


Hs.302585 7.00E-79 


1 


601657601R1 cDNA, 3' end /clone=IMAGE:3875617 


180A5 


894 


1325 


NMJ>18295 


Hs.302981 0 


2 


hypothetical protein FU11000 (FU11000), mR 
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593H6 


950 


1151 


X00437 


HS.303157 1.00E-104 


1 


mRNA for T-cel) specific protein /cds=(37 f 975) /gb=X0 


51G12 


274 


533 


BG054649 


Hs.303214 1.00E-138 


4 


7o45b01.x1 cDNA, 3' end /clone=IMAGE:3576912 


189810 


785 


1024 


NM_002138 


Hs.303627 1.00E-133 


2 


heterogeneous nuclear ribonucfeoprotein D ( 


99B11 


1 


529 


NM_002982 


Hs.303649 0 


51 


small inducible cytokine A2 (monocyte chemota 


461 E1 


397 


496 


AI472078 


Hs. 303662 2.00E-28 


1 


t)85h03.x1 cDNA, 3* end /clone=lMAGE:21 48341 


103A1 


359 


687 


AF1 30085 


Hs.304177 1.00E-151 


1 


clone FLB8503 PR02286 mRNA, complete cds /cds 


180B11 


52 


240 


AI824522 


Hs.304477 4.00E-57 


1 


tx71d03.Xl.cDNA, 3' end /clone=IMAGE:2275013 


519A10 


1 . 


104 


AI880542 


Hs.304620 3.00E-26 


1 . 


at80h05.x1 cDNA, 3' end /done=IMAGE:2378361 


479F6 


331 


582 


AA873734 


Hs. 304886 1.00E-131 


1 


oh55h07.s1 cDNA, 3* end /clone=IMAGE: 1470589 


176G3 


61 






He 3AAQ1Q 0 nflF-7A 


A 
1 


iL-Di uor -lyuiyy-uo* cuNM/go— Aiyu«iou&/yRa 


HI \\3Q 


loy 


oy / 




i-ie ^rwQ9<; 1 fine 199 


1 


ngu4ouo.xi cuna, o ena/cione-iiviAot.z944oi7 


1 19D11 


3 


348 


AL049282 


Hs. 306030 1.00E-179 


1 


mRNA; cDNA DKFZp564M1 1 3 (from clone 














DKFZp5o4lvn 


i 1 0P7 

i \£.r I 




JUUO 


UoUr43 


Lie QftCnOjt rt 

nS.oUoUiW U 


1 


uAvsno^ mKNA, partial cds /ods-(0,157 1) /gD-UoO 


460C1 


243 


533 


. NM_001353 


Hs.306098 5.00E-71 


1 


aWo-keto reductase family 1, member C1 (dihy 


ICW\H 




043 






4 
1 


non-histone chromosomal protein (HMG-1) 
















119F3 


2113 


2237 


AL096752 


Hs.306327 3.00E-60 


1 


mRNA; cDNA DKFZp434A012 (from clone 














DKFZD434A0 


467F8 


1860 


2406 


AL390039 


Hs.307106 0 




DNA seauence from clone RP13-383K5 on 

fc-* 1 W» JL^UWl IUv II Will vtvlJw • \J J w wUO J wl 1 














chromosome Xq22 


192B12 


1 


454 


X72475 


Hs.307183 0 


6 


H.sapiens mRNA for rearranged Ig kappa light chain 














variable 


116H11 


60 


402 


AF067519 


Hs.307357 1.00E-160 


1 


PITSLRE protein kinase beta SV1 isoform (CDC2L 


472D3 


150 


478 


AW975895 


Hs.307486 i.OOE-124 


1 


EST3B8004 cDNA /gb=AW975895 /gi=8167117 /ug= 


458B4 


87 


354 


AW206977 


Hs.307542 1.00E-143 


1 


UI-H-BI1-afs-h-11-0-Ul.s1 cDNA, 3' end /clon 


463A11 


181 


397 


AI057025 


Hs.307879 1.00E-69 


1 


oy75a12.x1 cDNA, 3' end /done=IMAGE: 1671 646 


479C6 


138 


403 


BE264564 


Hs.308154 1.00E-144 


1 


601192330F1 cDNA, 5' end /clone=IMAGE:3536383 


468G10 


118 


446 


AI361642 


Hs.309028 0 


1 


qy86d04Jrt cDNA, 3 1 end /cJone=IMAGE:201 8887 


461G12 


64 


466 


AI379735 


Hs.309117 7.00E-25 


1 


tc41 d 1 jcI cDNA, 3' end /done=IMAGE:20671 88 


466H8 


15 


487 


AI380278 


Hs.309120 0 


1 


tf99f08.x1 CDNA, 3' end /done=IMAGE:21 07431 


477C8 


28 


187 


AI380449 


Hs.309122 7.00E-84 


1 


tg02f12.x1 cDNA, 3 1 end /clone=IMAGE:21 07631 


477C9 


47 


537 


AI380687 


Hs.309127 0 


1 


tg03e04.x1 cDNA, 3* end /done=IMAGE:21 07710 


465F4 


68 


631 


AI440337 


Hs.309279 0 


1 


tc88b03 Jd cDNA, 3' end /clone=lMAGE:20731 97 


465G6 


313 


404 


AI475653 


Hs.309347 9.00E-31 


1 


ta93b04jd cDNA, 3' end /done=lMAGE:2073679 


465E7 


1 


340 


AI475827 


Hs.309349 1.00E-171 


2 


. tc87a05J(1 cDNA, 3' end /done=l MAGE: 20731 04 


517G11 


62 


516 


AI707809 


Hs.309433 1.00E-115 


2 


as28g09j(1 cDNA, 3' end /clone=!MAGE:2318560 


468D11 


290 


497 


AI523766 


Hs.309484 1.00E-103 


1 


tg94f07.x1 cDNA, 3* end /clone=IMAGE:21 16453 


186F5 


77 


418 


AI569898 


Hs.309629 1.00E-81 


1 


tr57c12.x1 cDNA, 3' end /clone=IMAGE:2222422 


116A12 


8 


158 


AI735206 


Hs.310333 2.00E-43 


1 


at07f03.x1 cDNA, 3* end /done=IMAGE:2354429 


126G12 


35 


170 


. AI866194 


HS.310948 1.Q0E-54 


1 


Wl27a03.x1 cDNA, 3' end /done=IMAGE:2426092 


172G8 


86 


227 


AI926251 


HS.311137 3.00E-44 


1 


wo41h05.x1 cDNA, 3* end /clone=IMAGE:2457945 


477D8 


1 


115 


AI966387 


Hs.311448 4.00E-42 


2 


wu02e08.x1 cDNA, 3' end /clone=IMAGE:2515814 


462F10 


13 • 


220 


AW043857 


Hs.311783 1.00E-107 


1 


wy81g04.x1 cDNA, 3* end /cbne=IMAGE:2554998 


185A9 


46 


423 


AW1 30007 


Hs.312182 1.00E-130 


2 


Xf26fl0.x1 cDNA, 3'end/clone=IMAGE:2619211 


515F6 


34 


181 


AW148618 


Hs.312412 3.00E-58 


2 


xe99f02.x1 cDNA, 3' end /clone=IMAGE:26 16699 


583E12 


5945 


6393 


AL133572 


Hs.312840 0 


1 


mRNA; cDNA DKFZp434I0535 (from clone 














DKFZp434l 


471D5 


30S 


411 


AW298430 


Hs.313413 1.00E-46 


1 


UI-H-BW0-ajl-c-09-0-ULs1 cDm, 3' end /clon 


482F7 


1 


449 


AW440965 


Hs.313578 0 


1 


he06d07jc1 cDNA, 3* end /clone=IMAGE:291 8221 


473B3 


179 


463 


BG1 50461 


HS.313610 1.00E-135 


1 


7k01d08.x1 cDNA, 3* end /clone=IMAGE:3443005 


479E9 


138 


434 


AW450835 


Hs.313715 1.00E-127 


1 


UI-H-BI3-alf-f-06-f>Ul.s1 cDNA, 3' end /clon 


71 B9 


344 


577 


AI733018 


HS.313929 1.00E-115 


1 


Oh60h01.x5 cDNA, 3' end /done=IMAGE:1471441 


479B6 


217 


443 


AW629176 


Hs.314085 2.00E-70 


1 


hi52a04.x1 cDNA t 3' end /clone=IMAGE:2975886 


191F11 


55 


123 


BE255377 


Hs.314898 1.00E-26 


1 


601115405F1 cDNA, 5' end /done=IWIAGE:3355872 
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522F11 


14 


204 


BE962883 


Hs.314941 9.00E-83 


3 


601656423R1 cDNA, 3' end /clone=IMAGE:3856325 


195F12 


120 


363 


BE351010 


Hs.315050 2.00E-77 


1 


ht22g04.x1 cDNA, 3' end /clone*IMAGE:31 47510 


173A5 


429 


824 


BE410105 


Hs.31 5263 1.00E-133 


1 


601302278F1 cDNA, 5' end /ctone=IMAGE:3637002 


481 B2 


1063 


1283 


NMJ)06255 


Hs.31 5366 3.00E-72 


1 


protein kinase C, eta (PRKCH), mRNA /cds=(166,2 


459G1 


1428 


1700 


NMJHJ6850 


Hs.315463 1.00E-124 


1 


suppression of tumorigenicily 16 (melanoma di 


113H4 


22 


359 


BE901218 


Hs.31 5633 1.00E-127 


2 


601676034F1 cDNA, 5* end /clone=IMAGE:3958617 


583B7 


510 


754 


BE963666 


Hs.316047 2.00E-55 


2 


601656B85R1 cDNA, 3' end /clone=IMAGE:3865820 


466E10 


488 


644 


AV729160 


Hs.31 6771 1.00E-54 


1 


AV729160 cDNA, 5 1 end /ctone=HTCCAB04 /done_ 


597A6 


50 


249 


AV710763 


Hs.316785 4.00E-31 


2 


AV710763 cDNA, 5* end /ctone=CuAAJH09 /c!one_ 


123C3 


41 


529 


BF1 83507 


Hs.318215 1.0QE-158 


1 


601809991 R1 cDNA, 3' end /clone=IMAGE:4040470 


193E12 


15 


2274 


NM_006074 


Hs.31 8501 0 


7 


stimulated trans-acting factor (50 kDa) (STAF 


165D8 


727 


1344 


BC002867 


Hs.31 8693 0 


1 


clone IMAGE:3940519, mRNA, partial cds /cds= 


49F8 


520 


1094 


M16942 


Hs.318720 0 


1 


MHC class 11 HLA-DRw53-assoriated glycoprotein 
beta- 


172E10 


310 


944 


nmj>16018 


Hs.31 8725 0 


1 


CGI-72 protein (LOC51105), mRNA /cds=(69, 1400 


585B1 


51 


296 


BF696330 


Hs.318782 6.00E-90 


4 


602125273F1 cDNA, 5' end /c!one=IMAGE:4281 906 


45E12 


. 208. 


737 


NMJW0636 


Hs.31 8885 0 


7 


superoxide dismutase 2, mitochondrial (SOD2) 


460G2 


409 


663 


BG1 06948 


Hs.31 8893 5.00E-96 


1 


602291 361 F1 cDNA, 5' end /ctone=IMAGE:43B6159 


480C1 


155 


325 


BF889206 


Hs.31 9926 4.00E-74 


1 


RC6-TN 0073-041 200-01 3-H02 cDNA /gb=BF889206 


178F1 


1 


387 


BG 11 2503 


Hs.320972 1.00E-133 


3 


602282105F1 cDNA, 5' end /clone=IMAGE:4369633 


176G4 


1092 


1339 


AL1 10236 


Hs.321022 1.00E-136 


1 


mRNA; cDNA DKFZp566P1 124 (from done 














DKFZp566P 


461 H6 


. 1701 


2239 


NM_024101 


Hs.321130 0 


1 


hypothetical protein MGC2771 (MGC2771), mRNA 


513F2 


605 


1614 


AK001111 


Hs.321245 0 


2 


cDNAFU10249fis, clone HEMBB1000725, highly 


525B4 


9 


251 


BE871962 


Hs.321262 6.00E-98 


15 


601448005F1 cDNA, 5' end /done=lMAGE:3852001 


467A4 


1974 


2223 


AK026270 


Hs.321454 6.00E-87 


1 


cDNA: FU22617 fis, clone HSI05379, highly sim 


589F10 


39 


276 


BF970928 


Hs.321477 5.00E-77 


1 


602270204F1 cDNA. 5' end /done=IMAGE:4358425 


125A7 


: 1102 


1584 


BC000627 


Hs.321677 0 


1 


Signal transducer and activator of transcript 


597H3 


2786 


2920 


AL 136542 


Hs;322456 4.00E^6 


2 


mRNA; cDNA DKFZp761D0211 (from done 














DKFZp761D 


465E2 


40 


107 


BE747224 


Hs.322643 7.00E-22 


1 


601 580941 F1 cDNA, 5* end /clone=IMAGE:3929386 


515A12 


1 


698 


AL050376 


Hs.322645 0 


2 


mRNA; cDNA DKFZp586J101 (from done 














DKrZp586J1 


oo9H1 1 


2o 


2o9 




HS. 322653 4.00E-79 


0 


oUZ4Uo/o4r1 CDNA, 5 end /Clone = llvlAGE:45i 8957 






£. IO£ 




U c *»9'?CRn 1 ATlC Hon 

nS.OZZDOU l,\AJcr\£\) 




rnWA- Fl I?1<\Z7 flc rlnna mi nfi9fifi /rv4c=l IMKNOW 

cl/ix/v ruz iDHi us, cione irULUO^uo /cqs— uiNrxiNvjvv 


595A2 


1 


306 


BG311130 


Hs.322804 2.00E-70 


2 


ia55a08.y1 cDNA, 5' end /done_end=5' /gb=BG3 


459H11 


742' 


951 


BC002746 


Hs.322824 1.00E-111 


1 


Similar to dodecenoyl-Coenzyme A delta Isome 


64C3 


655 


887 


NM_020368 


Hs.322901 1.00E-112 


1 


disrupter of siiendng 10 (SAS10), mRNA/cds=< 


591 B8 


3626 


4574 


D80006 


Hs.322903 0 


3 


mRNA for KIAA0184 gene, partial cds /cds=(0,2591) 
/gb 


458C3 


5106 


5198 


NM_003035 


Hs.323032 3.0OE-43 


1 


TAL1 (SCL) interrupting locus (SIL), mRNA /cds 


526B7 


2132 


2750 


NM_024334 


Hs.323193 0 


2 


hypothetical protein MGC3222 (MGC3222), mRNA 


167F4 


467 


731 


NMJM4953 


Hs.323346 1.00E-136 


2 


K1AA1008 protein (KIAA1008), mRNA /cds=(93,28 


194B8 


1913 


3596 


AB051480 


Hs.323463 0 


9 


mRNA for KIAA1693 protein, partial cds /cds=(0 


478H9 


75 


564 


BF700502 


Hs.323662 0 


1 


602128850F1 cDNA, 5' end /done=IMAGE:4285502 
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119B1 


1598 


2284 


NM_014664 


Hs.323712 0 


2 


KIAA061 5 gene product (KIAAQ615), mRNA /cds=( 


167H2 


1410 


3683 


AB046771 


Hs.323822 0 


4 


mRNA for KIAA1551 protein, partial cds /cds=(0 


595C12 


1 


528 


NM_021998 


Hs.323950 0 


6 


zinc finger protein 6 (CMPX1) (ZNF6), mRNA /cd 


462F1 


1 


356 


AK026B36 


Hs.324060 1.00E-176 


1 


cDNA: FU23183 fis, clone LNG11477 /cds=(226,7 


122D10 


217 


424 


AK026091 


Hs.324187 2.00E-83 


1 


cDNA: FLJ22438 fls. clone HRC09232, highly slm 




irv>a 




All 36739 


Hs.324275 0 


2 


mRNA- cDNA DKFZd434D21 1 1 (from clone 
















DKFZp434D 


459B6 


3 


482 


BF668584 


Hs.324342 0 


1 


602123634F1 cDNA, 5' end /done= IMAGE :4280408 


583D10 


232 


466 


NM_021104 


Hs.324406 1.00E-130 


2 


ribosomal protein L41 (RPL41), mRNA fcds=(83,1 


118F8 


2262 


2819 


NWL016824 


Hs.324470 0 


1 


adducln 3 (gamma) (ADD3), transcript variant 1 


461A5 


46 


391 


AW968541 


Hs.324481 1.00E-111 


1 


EST38061 7 cONA /gb=AW968541 /gi=81 58382 /ug= 


467F11 


927 


1189 


mm 000817 


Hs.324784 1.00E-147 


-j 


atutamatft decarboxylase 1 /brain BTkD'fc fGADI 






Mil 




Hs.325093 9.00E-42 


A 
1 


CUNA, ri_J*£ itiiv TrS, CiOne UULUU^/y /COS— UNr\lN»JwV 


X>£. 1 tl 1 




4ooy 




Hs.325530 0 


A 

1 


mr\iMM ror w/v* iuo/ proxem, pamai cos /cos— [y 


48QA9 


112 


333 


AA76DB4B 


Hs.325874 1.00E-108 


1 


nz14fD6.s1 cDNA, 3 end /clone=IMAGE:1 287779 


71 G8 


2619 


2868 


NM_Q01964 


Hs.326035 1.00E-116 


1 


early growth response 1 (EGR1), mRNA /cds=(270 l 


593D6 


742 


3372 


NM — 004736 


Hs.326159 0 


4 


leucine rich repeat Qx\ FLU) interacting prot 


463G9 


42 


608 * 


AW975482 


Hs.326165 0 


1 


EST387591 cONA/gb=AW975482 /gi=8166696 /ug= 


526B12 


2380 


2639 


U83857 


Hs.326247 1.00E-143 


2 


Aac1 1 (aad 1) mRNA, complete cds /cds=(77,1663) 
















/gb= 


36A1 


63 


338 


AA010282 


NA 


1.00E-116 


1 


zj08M)7 .r1 Soares_fetalJjverjspleen_1 NFLS_S 1 
















cDNA 


459D10 


67 


164 


A. Kf\A A 4CA 

AA044450 


NA 


3.00E-47 


1 


zk55a02.n Soares^regnanMitemsjxoHPU cDNA 
















clone 


469E6 


1 


216 


AA069335 


NA 


1.00E-104 


1 


zt74el0.n 5oares_pineal_glana_N3HPG cDNA clone 


463B2 


4 


205 


AA077131 


NA 


4.QQE-88 


1 


Brain cDNA Library cDNA done 7B08E10 


68H9 


17 


383 


AA101212 


NA 


0 


1 


endothelial cell 937223 cDNA clone IMAGE:549605 3' 


458F3 


120 


493 


AA1 15345 


NA 


0 


\ 


yiflQfl 1 ri ^namc nronnant utnntc MHWPf I mNA 
I l.f i OUdlca pi CM Ho 1U vlo>Uo t*n>Tlr<j UJltn 
















clone 


459E6 


36 


532 


AA1 22297 


NA 


0 


1 


zk97a11.r1 Soares__pregnant_uterus_NbHPU cDNA 
















clone 


462C5 


1 


122 


AA136584 


NA 


2.00E-59 


1 


fetal retina 937202 cDNA done IMAGE:565899 3' 


594A1 


60 


412 


AA149078 


NA 


0 


1 


zJ45e09.r1 Soares _pregnant_uterus_NbHPU cDNA 
















clone 


515A9 


329 


449 


AA1 82528 


NA 


2.00E-46 


1 


NT2 neuronal precursor 937230 cONA clone 


75H4 


7 


371 


AA1 87234 


NA 


1.00E-119 


1 


endothelial cell 937223 cDNA done 1MAGE:624540 3 f 


73F10 


1 


544 


AA210786 


NA 


0 


1 


cDNA done \MAGE:682976 6* 


525D8 


1 


119 


AA214691 


NA 


6.00E-60 


1 


Express cDNA library cDNA 5 1 


37H4 


250 


401 


AA243144 


NA 


3.00E-48 


1 


cDNA ctone IMAGE:6851 13 5 1 


463B10 


146 


408 


AA250809 


NA 


1.00E-123 


1 


cDNA ctone IMAGE:684374 5' 


464E10 


1 


303 


AA251184 


NA 


100E-119 


1 


CDNA clone 1MAGE:684046 5* 


477H8 


1 


123 


AA252909 


NA 


4.00E-58 


3 


cDNA clone 1MAGE:669292 S 


465C3 


1 


279 


AA258979 


NA 


1.00E-129 


1 


CDNA donB iMAGE:687151 5' 


588G6 


275 


529 


AA280051 


NA 


2.00E-94 


1 


cDNA clone IMAGE:705062 S 


465E9 


74 


429 


AA282774 


NA 


0 


1 


cONA ctone 1MAGE:713138 5" 


459E7 


49 


466 


AA283061 


NA 


0 


1 


cDNA clone IW1AGE:713078 5' 


164B4 


41 


329 


AA284232 


NA 


1.00E-148 


2 


zc39c01 .T7 Soares_senescent_fibroblasts_NbHSF 
















cDNA 


461G8 


289 


532 


AA290921 


NA 


1.00E-123 


1 


cDNA done IMAGE:700335 S 


470G7 


29 


441 


AA290993 


NA 


0 


1 


cDNA done IMAGE:700425 5" 


500A12 


1 


519 


AA307854 


NA 


1.00E-174 


1 


(HCC) cell line cDNA 5* end similar to 


471F4 


9 


326 


AA309188 


NA 


1.00E-153 


1 


cDNA 


194B6 


134 


467 


AA312681 


NA 


1.00E-163 


1 


cDNA 5* end 
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69F3 


5 


321 


AA314369 


NA 


1.Q0E-176 


1 


(HCC) ceO line II cDNA 5' end similar 


67G10 


1 


171 


AA319163 


NA 


3.00E-64 


2 


cDNA 5* end 


99A5 


1 


287 


AA322158 


NA 


1.00E-136 


1 


cDNA 5' end similar to similar to tropomyosin 


171B1 


' 13 


310 


AA332553 


NA 


1.00E-135 


1 


cDNA 5* end 


485D11 


46 


210 


AA360634 


NA 


2.00E-75 


1 


cDNA 5' end 


462G2 


1 


183 


AA377352 


NA 


4.00E-89 


2 


cDNA 5' end 


523A8 


1 


407 


AA397592 


NA 


0 


1 


cDNA done IMAGE:728546 5" 


171G10 


1 


409 


AA401648 


NA 


0 


2 


cDNA clone IMAGE:726936 5' 


100F5 


42 


172 


AA402069 


NA 


4.00E-60 


1 


cDNA clone IMAGE:727161 5' 


459H7 


48 


375 


AA4 12436 


NA 


1.00E-163 


1 


cDNA clone IMAGE:731446 5' 


102A8 


95 


190 


AA4 18765 


NA 


1 .00E-46 


1 


cDNA dnnp IMA^P '767795 5' 


7^A^ 


A 

1 


AOA 


/W#£OOUO 


MA 

ru\ 


u 


1 
i 


rHKIA Hnno 1lwmriP-7fifl1 17 *V 

cuNn cione iiwmjc:.i 001 1 / o 


79F10 

/ <CH I u 


A 
1 


AAO 


AA497653 


NA 


n 

w 




hrmnr NhHOT rnMA r\t\nr> IMARF*77nfU5 


79A1 


1 




AA4?Q7fl^ 


MA 


I .UUC" I Hi 


1 


















clone 


460D12 


126 


388 


AA431959 


NA 


1.00E-93 


1 


cDNA clone IMAGE:782188 3' 


460B11 


1 


437 


AA454987 


NA 


0 


1 


cDNA clone IMAGE:B1 1916 5' 


RIOAfi 
3 lOrw) 


•\ 




AA457757 


NA 


1 .00E-1 77 


1 


fetal rptina QT7?fi? rHNA rJnno IMAftP-R3R75R *»' 


460F7 


HI 






NA 


fx 

V 


1 


zx69d04 rt 9nan»<; total fptns Nb7HF8 9w cDNA 
















clone 


118H12 


1 


304 


AA476568 


NA 


1.00E-163 


1 


zx02f1 1 .rl SoaresJotalJetiis_Nb2HF8_9w cDNA 
















clone 


40F11 


1 


533 


AA479163 


NA 


0 


1 


cDNA clone IMAGE:754246 5' similar to gb:X1 5606 


470F3 


76 


356 


AA482019 


NA 


1.00E-142 


1 


cDNA Clone IMAGE.746046 3' 


466C2 


1 


354 


AA490796 


NA 


1.00E-148 


1 


cDNA clone IMAGE:824101 5' 


464A9 


.228 


364 


AA496483 


NA 


7.00E-71 


1 


tumor NbHOT cDNA clone IMAGE:755690 5' similar 


123D11 


99 


297 


AA501725 


NA 


1.00E-103 


1 


cDNA clone IMAGE:929806 similar to contains Alu 


119G10 


128 


374 


AA501934 


NA 


1.00E-134 


1 


cDNA clone IMAGE:956346 


166A11 


19 


140 


AA516406 


NA 


1.00E-48 


1 


cDNA clone IMAGE:923858 3* 


36G1 


5 


480 


AA524720 


NA 


0 


1 


cDNA clone IMAGE:937468 3' 


109H9 


37 


286 


AA573427 


NA 


1.00E-130 


2 


cDNAdone IMAGE: 102891 3 3' 


477B2 


8 


273 


AA579400 


NA 


1.00E-143 


1 


cDNA clone IMAGE:915561 similar to contains Alu 


178C10 


1 


354 


AA588755 


NA 


1.00E-177 


1 


cDNA clone IMAGE: 1 084243 3' 


486G7 


35 


99 


AA613460 


NA 


6.00E-28 


1 


cDNA clone IMAGE:1 144571 similar to contains 


472E9 


27 


389 


AA628833 


NA 


1.Q0E-119 


1 


af37g04.s1 Soares_total_fetusJMb2HF8_9w cDNA 
















clone 


100C3 


122 


505 


AA639796 


NA 


0 


1 


cDNA done IMAGE:1 1 59029 3' 


518A7 


39 


226 


AA665359 


NA 


4.00E-63 


1 


cDNA done IMAGE:1 205697 similar to 


473D9 


377 


446 


AA683244 


NA 


1.00E-30 


1 


schizo brain S11 cDNA done IMAGE:971252 3' 


523D7 


60 


502 


AA701667 


NA 


1 00E-158 




zi43a09 s1 Snares fetal liver soleen 1NFLS S1 
















cDNA 


472B1 


37 


130 


AA744774 


NA 


1.00E-35 


1 


cDNA done IMAGE:1 283731 3' 


98C9 


10 


254 


AA748714 


NA 


1.00E-111 


1 


cDNA done IMAGE:1 270595 3' 


196D7 


3 


442 


AA806222 


NA 


0 


1 


cDNA done IMAGE: 1409989 3' 


11 AAA 


10 


381 




NA 


n 
\j 


i 
i 


rDNA fdnna IMAf3F'1^fl7?7 *V 


3000 


sJO 


159 




NA 


7 nnp_47 


1 








405 


AAA4R^7fl 


NA 


1 .uuc-i 04 


i 
i 


CL/tM/A Clone HVlrtoC I OZyttLOt. o 


459C2 




491 


AA909983 


NA 


o 


2 


finarp<i NFL T GBC S1 cDNA clone 
















^GE?1 523142 3* 


486A7 


1 


176 


AA916990 


NA 


1.00E-72 


1 


Soa res_NFL_T_G BC_S 1 cDNA clone 
















IMAGE:1 527333 3' 


460D2 


78 


537 


AA923567 


NA 


0 


1 


cDNAdone IMAGE:1 536231 3' 


105F4 


86 


390 


AA974839 


NA 


4.00E-94 


1 


- cDNAdone IMAGE:1 567639 3' 


461 H7 


295 


363 


AA974991 


NA 


2.00E-30 


1 


Soares_NFL_T_GBC_S1 cDNA clone 
















IMAGE: 1 560953 3* 


162B1 


398 


470 


AA976045 


NA 


9.00E-28 


1 


cDNA clone IMAGE: 1558392 3' 


53D8 


1 


422 


AA984245 


NA 


1.00E-162 


1 


schizo brain S11 cDNAdone IMAGE: 1629672 3' 


524A5 


3568 


4037 


AB020681 


NA 


0 


1 


mRNA for KIAA0874 protein, partial cds Length = 



4440 
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174H3 


81 


271 


AB021288 


NA 


1 one ini 
i.UUt-1 □! 


1 


mRNA for beta 2-microglobuIin, complete cds Length 
= 925 


115A2 


1920 


2309 


AB034747 


NA 


0 


4 


SIMPLE mRNA for small Integral membrane protein of 
















lysoso me/I ate endos 


39G7 


1578 


1920 


AB040875 


NA 


1.00E-135 


3 


hxCT mRNA for cystine/glutamate exchanger, 
















complete cds Length = 2000 


149H2 


430 


713 


AB044971 


NA 


1.00E-158 


1 


mRNA for nucleolar phosphoprotein Nopp34, complete 
















cds Length = 1005 


458F6 


780 


1235 


AB045118 


NA 


0 


1 


FRAT2 mRNA, complete cds Length = 2164 


459D12 


2694 


3564 


AB045278 


NA 


0 


2 


beta3GnT5 mRNA for betal ,3-N- 
















acetylglucosaminyltransferase 5, complete 


103H7 


1294 


1933 


AB049881 


NA 


1.00E-139 


1 


similar to Macaca fascicularis brain cDNA, done;QnpA- 
















18828 Length = 2517 


102E11 


1142 


1772 


AB050511 


NA 


0 


1 


similar to Macaca fasricularis brain cDNA, clone:QnpA- 
















18828 Length = 2518 


460C3 


798 


930 


AB050514 


NA 


9.00E-54 


1 


similar to Macaca fascicularis brain cDNA, clone:QnpA- 
















18828 Length = 2519 


480A10 


4649 


5183 


AB058677 


NA 


0 


1 


mRNA for MEGF1 1 protein (KIAA1781), complete cds 
















Length = 5702 


142G10 


2251 


2430 


AB050884 


NA 


6.00E^4 


1 


similar to Macaca fascicularis brain cDNA clone:QtrA- 
















13024, full Insert sequence 


494G5 


1585 


1998 


AF005213 


NA 


0 


1 


ankyrin 1 (ANK1) mRNA. complete cds Length = 2651 


154C6 


520 


826 


AF005775 


NA 


1.00E-150 


3 


caspase-like apoptoste regulatory protein 2 (clarp) 
















mRNA, alternative! 


186B6 


772 


1246 


AF039575 


NA 


0 


1 


heterogeneous nuclear ribonudeoprotein DOB mRNA, 
















partial cds 


ATA f\A 

471A4 


395 


£24 1 
Oil 


A CnC< tSAA 

Ar0b1344 


MA 

NA 




4 
1 


Kinase denaent protein KJJr mKNA, partial cos Lengtn 
















■ 2653 


37G5 


277 


525 


AF067529 


NA 


1 OOF- 129 


-J 


PITSLRE omtein kinase beta SV18 Isoform fCDC2L2* 
















mRNA, partial cds 


479D1 


1270 


1570 


AF070635 


NA 


1.00E-144 


1 


done 24818 mRNA sequence Length = 1643 


491 E2 


38 


226 


AF086214 


NA 


9.00E-74 


1 


full length Insert cDNA done ZC64D04 Length = 691 


517C2 


230 


465 


AF086431 


NA 


1.00E-113 


1 


full length insert cDNA done ZD79H10 Length » 530 


593C6 


1 


359 


AF1 13210 


NA 


0 


5 


MSTP030 mRNA, complete cds Length = 1024 


191A8 


135 


1169 


AF1 13213 


NA 


0 


3 


MSTP033 mRNA, complete cds Length = 1281 


144E9 


799 


943 


AF1 16679 


NA 


9.00E-29 


1 


PRO2003 mRNA, complete cds Length = 1222 


106E3 


583 


1187 


AF1 16702 


NA 


0 


2 


PR02446 mRNA, complete cds Length = 1356 


72F8 


878 


1205 


AF1 30094 


NA 


1.00E-175 


1 


done FLC0165 mRNA sequence Length = 1546 


458G9 


730 


1463 


AF157116 


NA 


0 


1 


done 274512, mRNA sequence Length = 2172 


139F11 


18 


229 


AF161430 


NA 


1 00E-115 


\ 


HSPC312 mRNA oartial cds Lenath e 360 


149H10 


406 


621 


AF161455 


NA 


O.UUL-33 


2 


HSPC337 mRNA nartial cds Lenath = 1033 


co AQ 
OOr\a 


•10 


cMO 


A Ci 71QCLA 

ATI / OaM 


MA 


2.UUc-2r 


4 

1 


uiomng vector pocivi-urv/\o, compieie sequence 


















1CCD7 
IOjui 


DO 


din 




MA 


u 


A 


pri.Qfl mPMA rnmnlofo nrlc 1 print h = 1 HRp, 

r\ud>-zso iTirxiMM, curnpicis laJo uciigui — tuoo 


t>2m 






Ar 21 2226 


MA 

NA 


1 .00E-34 


1 


KPL24 mRNA, complete cds Lengtn - 1474 


4COU9 


CO 

02 


AHA 


Ar2l 2233 


MA 

NA 


1.00E-179 


1 


microsomal signal peptidase subunit mRNA, complete 
















cds Length » 794 


54E10 


680 


1316 


AF212241 


NA 


0 


3 


CDA02 mRNA, complete cds Length = 2179 


It (Do 


2U02 




A OA OC/tO 

Ar24Bo4o 


MA 

NA 


0 


3 


RNA-oinding protein brunolz mRNA, complete cos 
















Length = 2615 


75E3 


326 


662 


AF249845 


NA 


0 


2 


isolate Siddi 10 hypervariable region 1, mitochondrial 
















sequence 


459G12 


791 


1267 


AF260237 


NA 


0 


1 


hairy/enhancer of split 6 (HES6) mRNA, complete cds 
















Length = 1286 


177F6 


1968 


2423 


AF267856 


NA 


0 


1 


HT033 mRNA, complete cds Length = 2972 


115GB 


996 


1399 


AF267863 


NA ' 


0 


1 


DC43 mRNA, complete cds Length = 2493 


501 H3 


426 


1152 


AF279437 


NA 


0 


107 


interleukin 22 (IL22) mRNA, complete cds Length = 
1167 


174B4 


900 


1332 


AF283771 


NA 


0 


2 


done TCBAP0774 mRNA sequence Length = 1814 
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126C7 


454 


843 


AF332864 


NA 


1.00E-116 


2 


simitar to Mus Ras association domain family 3 
















protein (Rassf3) mRNA 


105A9 


232 


624 


AF333025 


NA 


1.00E-140 


1 


prokinetirin 2 precursor (PROK2) mRNA, complete 
















cds Length = 1406 


186F1 


4543 


5058 


AF347010 


NA 


0 


3 


mitochondrion , complete genome Length = 16570 


590B12 


4684 


5053 


AF347013 


NA 


0 


1 


mitochondrion, complete genome Length = 1 6566 


517H7 


4669 


5058 


AF347015 


NA 


o 


1 


mtfrnrthnnrlrinn mmnlptp npnnmp 1 pnnth = 1R^71 


596E9 


220 


295 


AI027844 


NA 


3.00E-34 


1 


cDNA clone IMAGE:1671612 3' 


599B3 


608 


609 


AI039B90 


NA 


1.00E-45 


1 


ox97d1 1 .x1 Soares_senescent Jibroblasts_NbHSF 


















189H9 


22 


524 




NA 


o 


-j 


















clone 


471 F6 


63 


526 


A1084224 


NA 


0 


1 


cDNA clone IMAGE: 167 141 8 3' 


142E9 


6 


372 


AI091533 


NA 


1.Q0E-179 


1 


oo23d05.x1 Soares_N S F_F8_9W_OT_P A_P_S1 
















cDNA clone 


72D2 


65 


529 


AM 31 01 8 


NA 


0 


6 


qb82e07.x1 SoaresJeta!Jieart_NbHH19W cDNA 
















clone 


468 F6 


9 


428 


AI223400 


NA 


0 


1 


cDNA clone IMAGE: 1838447 3 similar to TR015383 


185H1 


94 


199 


AI267714 


NA 


5.00E-50 


1 


SB pool 1 cDNA done IMAGE2038526 


166A9 


1 


480 


AI275205 


NA 


0 


1 


cDNA clone IMAGE:1990616 3* 


499F2 


4 


395 


Al 281 442 


NA 


.0 


2 


cDNA clone IMAGE: 1967452 3' 


517H5 


155 


457 


AI298509 


NA 


1.00E-158 


1 


cDNA clone IMAGE: 1 896546 3' 


144F7 


24 


364 


AI299573 


NA 


0 


1 


cDNA clone IMAGE:1900105 3' 


519E9 


52 


408 


AI352690 


NA 


1.00E-180 


1 


cDNA clone IMAGE:1 946884 3' 


466F9 


172 


440 


AI361839 


NA 


1.00E-109 


1 


cDNA clone IMAGE:2022012 3' 


144C9 


118 


373 


A1362793 


NA 


7.00E-63 


1 


cDNA done !MAGE:201 8948 3' simitar to gb:M60854 


464B11 


19 


455 


AI353001 


NA 


0 


1 


cDNA done IMAGE:201 8452 3' similar to contains 


127B6 


40 


257 


AI370412 


NA 


6.Q0E-96 


1 


cDNA done IMAGE:1987587 3' 


166C4 


58 


271 


AI371227 


NA 


1.00E-62 


1 


cDNA done IMAGE:1987633 3' similar to 






A*\(\ 
HOU 


MIOOUU 1 D 


MA 


n 
u 


i 


r nK|A HnnP IMAnP'21ftCHftQ V similar in 

cuim/a auric uvirvoc^ iuy io? o sirniiar 10 


466C5 


316 


497 


AI380390 


NA 


8.00E-44 


1 


cDNA done IMAGE:2107088 3' 


466B5 


200 


477 


AI381586 


NA 


1.Q0E-126 


1 


cDNA done IMAGE:2074796 3' 


458G10 


347 


444 


A IO ft J J Aft 

AI384128 


NA 


2.00E-40 


1 


cDNA clone IMAGE:2088819 3' similar to contains 


467A8 


415 


522 


AI391500 


NA 


1.00E-41 


1 


cDNA done IMAGE:21 07686 3' 


477D1 


14 


269 


AI392705 


NA 


1.00E-137 


2 


cDNA done IMAGE:21 09581 3 4 


467B11 


1 


293 


AI393970 


NA 


1.00E-122 


1 


CDNA done IMAGE.21 07950 3' 


522D3 


250 


526 


AI419082 


NA 


1.00E-127 


1 


cDNA done IMAGE:21 03029 3* 


149A11 ■ 


25 


313 • 


AI440491 


NA 


1.00E-132 


1 


cDNA done IMAGE:2073277 3* 


471 C1 


77 


215 


A1458739 


NA 


1.00E-50 


1 


cDNA done I MAGE:2 149471 3' similar to gb:S85655 


116E10 


162 


503 


AI469584 


NA 


1.00E-171 


1 


cDNA done IMAGE:21 56522 3' 


472C8 


1 


369 


AI498316 


NA 


0 


1 


cDNA clone IMAGE:21 60886 3' similar to TR.Q6271 7 


468E8 


2 


451 


AI523854 


NA 


3.00E-92 


1 


cDNA clone IMAGE:21 16683 3* 


477B5 


23 


295 


AI524624 


NA 


2.00E-86 


1 


cDNA clone IMAGE:2075323 3' 


193H3 


368 


489 


AI525644 


NA 


4.00E-34 


1 


CDNA5' 


66F1 


277 


436 


AI571519 


NA 


7.00E-84 


2 


cDNA done IMAGE:2225079 3' similar to gb:J03909 


171A11 


225 


429 


AI581199 


NA 


1.00E-101 


3 


cDNA done IMAGE:21 54787 3' similar to 


116F2 


337 


429 


AI597917 


NA 


4.00E-42 


1 


cDNA done IMAGE:2258495 3' similar to contains 


461 G10 


9 


398 


AI627495 


NA 


1.00E-179 


1 


cDNA done !MAGE:2285386 3' 


594D11 


206 


434 


AI628930 


NA 


1.00E-110 


1 


cDNA done IMAGE:2281541 3' similar to 


489H9 


1 


507 


AI633798 


NA 


0 


4 


cDNA clone IMAGE:22421 15 3' 


171G7 


212 


431 


A1634972 


NA 


1.00E-103 


1 


cDNA Clone IMAGE:2284157 3' 


165C12 


270 


581 


AI651212 


NA 


1.00E-175 


1 


cDNA done IMAGE:2304186 3' 


64B3 


1 


529 ' 


AI67B099 


NA 


0 


1 


Soares_NFL_T_GBC_S 1 cDNA done 
















IMAGE:2330166 3' 


134H3 


186 


289 


AI584022 


NA 


1.00E-34 


1 


cDNA clone IMAGE:2267411 3' 
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110B8 


169 


496 


A1688560 


NA 


1.00E-132 


1 


Soares_N FL_T_G BC_S 1 cDNA done 
















!MAGE?2330535 3' 


459F2 


160 


542 


AI697756 


NA 


0 


1 


cONA clone IMAGE:2341330 3* 


481F11 


21 


340 


AI700738 


NA 


1.00E-167 


1 


cDNA done IMAGE:2343628 3' 


488C5 


37 


533 


AI701165 


NA 


0 


4 


cDNA clone IMAGE:2340734 3' 


104D9 


116 


241 


A1709236 


NA 


4.00E-60 


1 


HPLRB6 CDNA clone IMAGE2353865 3' similar to 


112E1 


18 


576 


AJ742850 


NA 


o 


1 


wo47a05j(1 So a res NSF F8 9W OT PA P S1 
















cDNA clone 


113H12 


5 


140 


AI748827 


NA 


1 .00E-63 


1 


HPLRB6 cDNA clone IMAGE'2356401 3* 


458B8 


150 


474 


r\l I OUOOO 


NA 


0 


y 




*«j ini i 




Of o 


AI7fi*Jft7A 


MA 
IMM 


1 .UUC- 1 1 1 


i 


nTlMA rtnno llV/IAfiP*9'^Q7QQR *V 




4 
1 


ARC* 




MA 


A 

u 


A 

1 






o 

c. 






MA 


I.UUC-14U 


I 




471A2 


320 


394 


AI796317 


NA 


2.00E-31 


1 


cDNA clone IMAGE:2384100 3* 


74D10 


15 


377 


AJ802547 


NA 


1.00E-124 


2 


cDNA clone IMAGE:2186739 3* similar to TR;O15510 




117 


409 


/AJOUOUDO 


MA 




•j 


fid7907 vl Qnarae MCC pa Q\A/ OT DA P Q1 rflMA 
















clone 


480C5 


177 


517 


AI807278 


NA 


0 


1 


S oares JM FL_T_G BC_S 1 cDNA done 
















IMAGE?2357909 3' 


175B12 " 


228 


513 


AI817153 


NA 


1.00E-132 


1 


cDNA ctone IMAGE:2413005 3' 


56E10 


14 


268 


AI858771 


NA 


1.00E-119 


1 


cONA clone 1MAGE:2429769 3' 


470H6 


65 


500 


AI880607 


NA 


0 


1 


HPLRB6 cDNA clone IMAGE'2355013 3' 


181D12 


7 


512 


AIR84548 


NA 


n 


•j 


cDNA Hone I M AGP -24^78 18 V similar to ah- 1 0R7Q7 


468H6 


52 


528 


Al 884671 


NA 


o 


1 


cDNA done IMAGE2431488 3' 


J9/U9 




ooo 




MA 






CL/INM 


407UZ 


OAC 




Aly 1 764Z 


MA 
NA 


2.0UC-59 


4 

1 


CDNA Clone IMAGt, 23923 JO 3 


459D1 


25 


575 


AI948513 


NA 


0 


1 


cDNA clone IMAGE:2470532 3' 


166E11 


152 


280 


AJ954499 


NA 


4.00E-54 


1 


cDNA done IMAGE:2550263 3' 


493D7 


2032 


2171 


AJ001235 


NA 


4.00E-29 


1 


similar to Papio hamadryas ERV-9 like LTR insertion 
















Length = 2240 


116B1 


1169 


1744 


AJ009771 


NA 


0 


1 


mRNAfor putative RING finger protein, partial Length 
















= 3038 


137B9 


296 


407 


AJ271637 


NA 


4.00E-32 


1 


similar to Elaeis guineensis microsatelfite DNA, clone 
















mEgCIR0219 


483E6 


■ 4250 


4492 


AJ278191 


NA 


1.00E-95 


1 


simDarto Mus musculus mRNAfor putative mc? 
















protein (mc7 gene) 


144A8 


988 


1152 


AK001163 


NA 


1.00E-75 


1 


cDNA FU 10301 fis, clone NT2RM2000032 Length = 
1298 


525C11 


49 


496 


AK001451 


NA 


0 


1 


cDNA FU10589 fis, done NT2RP2004389 


177D9 


707 


980 


AK004265 


NA 


7.00E-76 


1 


similar to Mus 18 days embryo cDNA, RIKEN full- 
















length enriched library, 


111E10 


777 


1121 


AK004400 


NA 


1.00E-112 


1 


similar to Mus 18 days embryo cDNA, RIKEN full- 
















length enriched library, 


458G4 . 


650 


1259 


AK008020 


NA 


8.00E-86 


1 


similar to Mus adult male small intestine cDNA, RIKEN 
















full-length enrich 


47G7 


31 


328 


AK009988 


NA 


1.00E-111 


1 


similar to Mus adult male tongue cDNA, RIKEN full- 
















length enriched librar 


69G7 


"1801 


1987 


AK012426 


NA 


5.00E-68 


3 


similar to Mus 1 1 days embryo cDNA, RIKEN full- 
















length enriched library, 


62C10 


1092 


1267 


AK013164 


NA 


6.00E-46 


2 


similar to Mus 10, 1 1 days embryo cDNA, RIKEN fulJ- 
















length enriched libra 


46D9 


3243 


3564 


AK014408 


NA 


1.00E-104 


1 


similar to Mus 12 days embryo embryonic body below 
















diaphragm region 


178C11 


2069 


2326 


AK016683 


NA 


9.00E-83 


1 


similar to Mus adult mate testis cDNA, RIKEN full- 
















length enriched librar 


102C12 


698 


1339 


AK018758 


NA 


0 


1 


similar to Mus adult male liver cDNA, RIKEN full- 
















length enriched library 


585B3 


1278 


1873 


' AK021925 


NA 


0 


1 


cDNA FLI11863 fis, clone HEMBA1 006926 Length =: 



2029 
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46F3 


1377 


2006 


AK022057 


NA 


0 


1 


cDMA FU1 1995 fis, done HEMBB1001443, highly 
















similar to Rattus norveg 


73E7 


344 


1112 


AK023512 


NA 


0 


9 


cDNA FLJ13450 fis, clone PLACE1003027, highly 
















similar to Homo sapiens 


465B12 


681 


1338 


AK024202 


NA 


0 


1 


" cDNA FU14140fis t clone MAMMA10Q2858, highly 
















similar to Rat cMGi 


142D12 


254 


358 


AK024740 


NA 


9.00E-27 


1 


cDNA: FU21087 fls, clone CAS03323 Length = 826 










MA 
tin 


1 nnP-1 pla 

I .UUC" I O^f 


t 


cuimm.. rLj^ii 1 1 ns, cione LjAouooo**, nigniy similar 


















521A3 


26 


195 


AK024976 


NA 


2.00E-90 


1 


cDNA FU21323 fls, clone COL02374 Length ■ 1348 








MlVwtO ' OS 


MA 
llM 




1 

i 


/-r»M A • CI I001 1R fie rlnna UCDIDKin 1 anntk — TJ71 

cuiMA. rLjzz i id ns, cione ntr loo/u Lengtn — jL£.f\ 


595E9 


16 


546 


AK026264 


NA 


0 


1 


cDNA: FU22611 fis, clone H5I04961 Length = 1426 


103E1 


1353 


1866 


AKQ26334 


NA 


1 OOE-126 


1 


cDNA: FLJ22681 fis clone HSI10693 Lenoth = 1Q03 


524F3 


1635 


1742 


AK026443 


NA 


9.00E-51 


2 


cDNA: FU22790 fis, done KAIA2176, highly similar to 
















HUMPMCA 


196H10 


938 


1286 


AK026819 


NA 


6.00E-82 


1 


cDNA: FU23166 fis, clone LNG09880 Length = 1941. 


172F7 


349 


738 


AK027258 


NA 


0 


1 


cDNA FU23605 fis, clone LNG15982, highly similar 
















to AF1 13539 Homo sa 


187B10 


1583 


2142 


AK027260 


NA 


1.00E-129 


1 


CDNA: FLJ23607 fis, done LNG16050 Length « 2560 


190F11 


76 


636 


AL042081 


NA 


0 


1 


(synonym: htes3) cDNA done DKF2p434P171 3' 


525A9 


1 


653 


AL042370 


NA 


0 


1 


(synonym: htes3) cDNA done DKFZo434A1821 5* 


464G8 


59 


686 


AL042376 


NA 


0 


1 


(synonym: htes3) cDNA done DKFZp434A2421 5* 


172B12 


380 


624 


AL047171 


NA 


1 00E-131 


1 


fsvnonvm* hutell cDNA dene DKFZn58BF201 8 5* 


193F3 


915 




ai nAQin5 


MA 




i 


mPMA- rDMA nk"P7nRR/lAi RR ffmm Mnna 

mr^iMM, cuinm L»r\r^puoHM i oo ^irum cione 
















DKF2o564A18S> Lenoth = 1SS9 


111H8 


102 


660 


AL 049356 


NA 


1.00E-146 


\ 


mRNA cDNA DKF2x»5BBF233 (imm rlnnp 
















DKF2p566E233) Length = 808 


526E6 


118 


551 


AL049932 


NA 


1.00E-147 


2 


mRNA; cDNA DKFZp564H241 6 (from clone 
















DKF2p564H2416) Length = 1865 


37C8 


707 


998 


AL050218 


NA 


1.00E-156 


1 


mRNA; cDNA DKFZp586l0923 (from done 
















DKF2£586I0923) Length = 1282 


72A9 


1235 


1391 


AL110164 


NA 


2.00E-7O 


1 


mRNA; cDNA DKFZp586l0324 (from done 
















DKF2p586l0324) Length = 1705 


107C8 


1042 


1398 


AL1 17644 


, NA 


0 


2 


mRNA; cDNA DKFZp434M095 (from done 
















DKF2O434M095) Length = 1455 


62E7 ■ 


1 


475 


AL1 20453 


NA 


1.00E-117 


1 


(synonym: hamy2) cDNA done DKFZp761l208 5' 


492A7 


77 


390 


AL1 21406 


NA 


1.00E-101 


1 


(synonym: hme!2) cDNA cione DKFZp762G1 17 5' 


598B1 


• 443 


812 


AL1 33879 


NA 


1.00E-172 




fsvnonvm' hamv2} cDNA done DKFZo761J01 14 5' 

\w jr 1 ivl ly ii i» I text iiy£mj w*-*i wui iw ' 1 VI 4~y* 1 \J % \J\J 1 • " w 




47 


1 


At 1^0.11 


MA 


O.UUC-/0 


4 
1 


^synonym, namy^j cui\a\ aunc urvr^pf d iivi^u i*» o 


98E7 


922 


2284 


AL1 36558 


NA 


o 


ft 


mRMA* cDNIA DKFZd761 B1 51 4. ffrom clone 
















DKFZp761B1514) Length = 3453 


157F6 


3511 


3847 


AL1 36797 


NA 


0 


1 


mRNA; cDNA DKFZp434N031 (from done 
















DKFZp434N031); complete cds 


68B4 


1009 


1595 


AL1 36932 


NA 


0 


1 


mRNA; cDNA DKFZp585H1322 (from clone 
















DKFZp586H1322); complete cds 


458B6 


278 


955 


AL1 37601 


NA 


0 


1 


mRNA; cDNA DKFZp434E081 1 (from clone 
















DKFZp434E0811); partial cds 


172C9 


1866 


2423 


AL1 37608 


NA 


0 


1 


mRNA; cDNA DKFZp434J1 1 1 1 (from clone 
















DKF2p434J1 111); partial cds 


72G1 


194 


474 


AL1 38429 


NA 


1.00E-151 


1 


(synonym: htes3) cDNA done DKFZp434E0629 3' 


463H12 


12 


356 


AL513780 


NA 


1.Q0E-124 


1 


cDNA clone CL0BA003ZF07 5 prime 


181B6 


43 


638 


AL520535 


NA 


0 


1 


cDNA done CS0DB006YD20 3 prime 


69B6 


352 


856 


AL520892 


NA 


0 


1 


cDNA done CS0DB002YG16 5 prime 


182A5 


119 


617 


AU521097 


NA 


.0 


1 


cDNA done CSODB001YA13 3 prime 


458E9 


3 


865 


AL528020 


NA 


0 


2 


cDNA Clone CS0DC028YO09 3 prime 
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485C11 


1 


431 


AL532303 


NA 


0 


1 


cDNA clone CS0DM014YJ04 5 prime 


196G3 


78 


698 


AL532406 


NA 


0 


1 


cDNA clone CS0DM014YL03 5 prime 


105H4 


154 


486 


AL533737 


NA 


1.00E-156 


1 


cDNA done CSODF002YH09 5 prime 


594G1 


337 


756 


AL534564 


NA 


0 


1 


cDNA done CSODF004YI09 5 prime 


524A9 


403 


906 


AL540260 


NA 


0 


1 


cDNA done CSODF032YF03 3 prime 


118H5 


433 


532 


AL540399 


NA 


4.00E-39 


1 


cDNA done CSODE001YM08 5 prime 


124C2 


270 


815 


AL543900 


NA 


0 ' 


1 


cDNA done CSODI005YK13 3 prime 


471 D3 


216 


403 


AL550229 


NA 


9.00E^9 


1 


cDNA dona CSODI039YD1 1 5 prime 


191F2 


324 


844 


AL554506 


NA 


0 


1 


cDNA clone CSODI083YJ17 5 prime 


166F6 


64 


576 


AL556016 


NA 


0 


1 


cDNA done CSODK010YH04 5 prime 


467G9 


61 


401 


AL556919 


NA 


1.00E-138 


1 


cDNA done CSODK012YI02 5 prime 


37D7 


149 


685 


AL559029 


NA 


0 


1 


cDNA done CSODJ010YJ1 1 5 prime 


590B3 


76 


287 


AL559422 


NA 


1.00E-111 


2 


cDNA clone CS0DJ013YN07 5 prime 


181H2 


168 


780 


AL559555 


NA 


0 


1 


cDNA done CS0DJ013YP21 5 prime 


589E3 


28 


447 


AL561074 


NA 


0 


1 


cDNA done CS0DL001YN01 5 prime 


487F9 


326 


739 


AL561892 


NA 


1.00E-149 


1 


cDNA done CS0DB006YLO4 3 prime 


68F10 


12 


658 


AL562895 


NA 


0 


1 


cDNA done CS0DC021 YO20 3 prime 


157D7 


2 


108 


AL565736 


NA 


1.00E-28 


1 


cDNA done CSODF007YC06 3 prime 


177B1 


231 


505 


AL567986 


NA 


1.00E-128 


1 


cDNA done CS0DF036YI04 3 prime 


512E3 


627 


815 


AL575666 


NA 


1.00E-94 


1 


cDNA done CSODI069YD02 3 prime 


112E10 


193 


623 


AL575755 


NA 


0 


1 


cDNA done CS0DI070YG17 3 prime 


70H7 


197 


757 


AL576149 


NA 


0 


1 


cDNA done CS0DI072YK21 3 prime 


37F1 


275 


411 


AL577970 


NA 


1.00E-43 


1 


cDNA done CSODK008YK22 3 prime 


65D4 


278 


828 


AL578975 


NA 


0 


1 


cDNA ctone CS0DK012YN01 3 prime 


182G2 


70 


684 


AL579745 


NA 


0 


1 


cDNA clone CS0DJ003YG20 5 prime 


194F9 


450 


669 


AL582354 


NA 


3.00E-94 


1 


cDNA clone CS0DL006YH05 3 prime 


184F2 


27 


501 


AL583322 


NA 


2.00E-37 


1 


cDNA done CSODL012YI10 5 prime 


40A3 


432 


638 


AL583391 


NA 


4.00E-83 


1 


cDNA clone CS0DL012YA12 3 prime 


53G7 


6 


462 


AU1 17298 


NA 


0 


1 


sapiens cDNA clone HEMBA1 001091 5' 


37G7 


218 


706 


AU11B159 


NA 


0 


1 


sapiens cDNA clone HEMBA1 002998 5' 


180F9 


174 


698 


AU120731 


NA 


0 


1 


sapiens cDNA clone HEMBB1 001298 5' 


191F1 


298 


608 


AU135154 


NA 


1.00E-137 


1 


sapiens cDNA clone PLACE1 001 348 5" 


466G7 


11 


125 


AU1 58636 


NA 


1.00E-53 


1 


sapiens cDNA clone PLACE4000063 3' 


67F9 


1 


453 


AV648670 


NA 


0 


2 


cDNA clone GLCBLH08 3' 


155D6 


97 


337 


AV650434 


NA 


1.00E-104 


1 


cDNA done GLCCEG06 3* 


596H6 


1 


397 


AV651615 


NA 


0 


1 


cDNA clone GLCCRF09 3' 


99D5 


41. 


232 


AV653169 


NA 


6.00E-78 


1 


cDNA clone GLCDIB01 3' 


331C10 


33 


365 


AV654188 


NA 


1.00E-103 


6 


cDNA done GLCDTC01 3' 


121A12 


70' 


188 


AV659358 


NA 


3.00E-47 


1 


cDNA cloneGLCFWC05 3' 


460G9 


69 


476 


AV687530 


NA 


0 


1 


cDNA clone GKCATH08 5* 


470F5 


1 


174 


AV689330 


NA 


2.00E-50 


1 


cDNA clone GKCDJE03 5* 


109E8 


71 


471 


AV705900 


NA 


0 


1 


cDNA done ADBBFE1 1 5" 


166C9 


121 


226 


AV709955 


NA 


2.00E-26 


1 


. cDNA done ADCABF08 5' 


117F1 


69 


582 


AV710415 


NA 


0 


1 


cDNA clone CuAANDIO 5' 


523C9 


41 


536 


AV716565 


NA 


0 


6 


cDNA clone DCBCAF01 5' 


103D7 


1 


164 


AV716644 


NA 


3.00E-77 


2 


cDNA clone DCBAUG10 5' 


195F11 


232 


459 


AV716791 


NA 


1.00E-113 


2 


cDNA clone DCBAZC04 5' 


63C4 


208 


421 


AV719659 


NA 


1.00E-101 


1 


cDNA done GLCGRA09 5* 


496C4 


156 


563 


AV719938 


NA 


0 


1 


cDNA clone GLCFUC08 5' 


479A1 


120 


469 


AV720984 


NA 


1.00E-162 


1 


cDNA clone HTBBIC02 5' 


499D8 


70 


406 


AV721008 


NA 


1.00E-112 


4 


cDNA done HTBBHG03 5* 


461C8 


182 


676 


AV723437 


NA 


0 


1 


cDNA done HTBBUE10 5' 


585G1 


173 


552 


AV724531 


NA 


0 


1 


cDNA clone HTBARD04 5* 


113B8 


1 


149 


AV724559 


NA 


3.00E-40 


1 


cDNA done HTBCFB08 5 1 


111H4 


497 


498 


AV724665 


NA 


0 


1 


cDNA done HTBAYG03 5* 


458F5 


1 


534 


AV730135 


NA 


0 


1 


cDNA done HTFAHA06 5* 


589F6 


21 


226 


AV735258 


NA 


6.00E-70 


1 


cDNA done cdAAJF03 5' 


172C8 


209 


426 


AV738173 


NA 


9.00E-98 


1 


cDNA clone CBMAHC04 5* 


464G3 


43 


498 


AV743635 


NA 


0 


1 


cDNA done CBLBAC03 5' 
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72D4 


43 


384 


AV745692 


NA 


1.00E-178 


2 


cDNA clone NPAACB06 5* 


592G12 


175 


571 


AV749844 


NA 


1.00E-176 


1 


cDNA clone NPCBVG08 5' 


169F6 


110 


250 


AV755117 


NA 


3.00E-28 


1 


cDNA clone TPAABA1 2 5* 


99H3 


200 


513 


AV755367 


NA 


1.0QE-131 


2 


cDNA clone BMFAIB02 5* 


595G9 


399 


549 


AV756188 


NA 


2.00E-31 


1 


cDNA clone BMFABD08 5* 


595A12 


8 


572 


AW002985 


NA 


0 


2 


cDNA clone IMAGE:2475831 3' 


586B7 


184 


330 




NA 


8 OQE-50 

0>UUC*9U 


1 






I 3 


**oo 


A\A/n91 nT7 


NA 


n 
u 


i 
i 


uucniea cuina cione iiviA^t.Z4ooDU i o 


A QQP-f 


loo 




A\fttn*>4 CCA 


MA 

r\A 


u 


1 


uocnlea cDNA clone IMAGc:2484414 5 


467E8 


73 


474 


AW027160 


NA 


1.00E-162 


1 


Soares_thymus_NHFTh cDNA clone IMAGE:2512983 
















3 similar to 


472G2 


11 


110 


AW0B4187 


NA 


9.00E-38 


1 


CD4 intrathymic T-cell cDNA library cDNA 3' 


598F3 


43 


453 


AW071894 


NA 


0 


1 


cDNA clone IMAGE:2501 169 3' 


181C7 


10 


96 


AW131768 


NA 


8.0QE-41 


1 


cDNA clone IMAGE:261 9947 3' 


181D1 


69 . 


216 


AW134512 


NA 


2.00E-77 


1 


UW+BI1-abv-e-05-0-Ul.s1 NCI_CGAP_Sub3 cDNA 
















clone IMAGE:2713065 3 i 


472B10 


339. 


458 


AW136717 


NA 


4.00E-54 


1 


UI-H-BI1-adm-a-03-0-Ul.s1 NCI_CGAP_Sub3 cDNA 
















.| nnn IRA A ^C-*574 7Afl1 

Clone IMAGc. 27 17092 3 


1CCDQ 






MAM *174rM 


KIA 
NA 


c nnc_nfl 
O.UUt-OO 


4 
1 


1 IL-&J DM 4«n-aJWAI II «.4 M/^l r^AD C,,UO -.pi LI A 

Uhn-DN-acp-e-U*:-0-UI.Sl Nwl_LrvaAr'__oUDo CUNA 
















Hnnp IMAnp-971^Q7Q V 


IOOU I 




461 


A\A/1^71AQ 
MVV lOf 1 *Hj 


MA 

IMM 


9 nnp 79 


I 


1 11 LJ D14 ^ AC H 1 II p1 M/^l Pr*AO CnK7 #«TlklA 

Uhfl-Dl l -acp-a-UD-U-UI.Sl NLrl_L>w\r'_oUOO CUNA 
















clone IMAGE-2715152 3' 




-ine ' 
lUO 




AVVl**Or DO 


KIA 


7 nnp 7A 

f ,UUt-f 0 


4 
1 


cuiMA cione imaoc.&oio^id o 






Ana 


AW1 bl 854 


KIA 

NA 


1 .00E-75 


2 


cdna clone tlvlAGE:2623546 3 similar to 


479A8 


6 


327 


AW161820 


NA . 


1 .00E-1 51 


1 


brain 00004 cDNA clone IMAGE:2781653 3' 


585E10 


7 


391 


AW1 65442 


NA 


0 


1 


Soares_NHCe_cervlx cDNA done IMAGE:2697403 3' 


482C6 


9 


329 


AW1 88398 


NA 


1.Q0E-133 


1 


cDNA clone IMAGE:2665252 3' 


522G11 


39 ' 


516 


AW248322 


NA 


0 


1. 


cDNA clone IMAGE:2820662 & 


473D5 


283 


416 


AW274156 


NA 


4.00E-69 


1 , 


S oa res_N FLJT_GBC_S 1 cDNA clone 
















IMAGE:2814367 3' 


71C12 


20 


530 


AW293159 


NA 


0 


2 


. UI-H-BWC-all-b-08-0-Ul.s1 NCLCGAP_Sub6 cDNA 
















clone IMAGE:2729414 3' 


472H11 


205- 


501 


AW293424 


NA 


1.00E-151 


1 


UI-H-BI2-ahm-a-12-0-Ul.s1 NC!_CGAP_Sub4 cDNA 
















Clone IMAGp.2727094 3 




■4-T 

1 / 




AxunatAnet 
AW<cyo4Zo 


MA 

NA 


<t nnc a a 
1 .UUfc-4o 


4\ 
1 


Uhn-BIZ-anm-D-UZ-O-ULSl NCI_ CGAP_5UD4 CDNA 
















done IMAGP'2727122 3' 


461 H8 


19 


452 


AW295965 


NA 


A 

V 


1 
1 


Um-RI?-ahh-f-07-0-[ II el Nf*l PGAP ^nh4 rHNA 

UI~n"OI&"OllII~l"Vf "VrUI.5 I IN w l^vVJrtr^O U D*r CUlin 
















done IMAGP'2726917 3' 


454B7 


250 


551 




NA 






rTlMA Hnno IWIAf^P-977ilKn9 3' 




i 
i 




MWOOO 1 IO 


MA 


u 


1 


cuna cione tiviAv^t.^ooou^y o 


WonO 


1U 


0£O 


AXA/^/M AAQ 


MA 

IMA 




1 


o ______ MCI T /^Q/^ O 4 -nMA n |_ n _ 

soan3s_.NrL_.T_ gbc — 51 cdna clone 
















IMAGE'2909025 3' similar to 


46109 


12 


325 


AW379049 


NA 


1.00E-134 


-J 


HT0230 cDNA 


1DRCO 
IOQLO 


O I 


977 


nW JOUOO 1 


MA 


1 .UUc-i Uo 


4 
1 


n 1 uzoo cuna 






Oho 




MA 


9 nnp in 


4 
1 


n 1 UHZ. / CUNA 


472C1 


13 


404 


AW39Q233 


NA 


1.00E-122 


1 


ST0181 cDNA 


462G12 


236 


321 


AW402007 


NA 


3.00E-40 


1 


UI-HF-BK0-aao-g-02-0-Ul.r1 NIH_MGC_36 cDNA 
















clone IMAGE:3054530 5* 


i77U9 


4. Q 
IO 


ooo 


AW4U&ODO" 


MA 
IMA 


Q nnc c«5 


1 


UI-nr-BL0-acT-e-uo-0-Ul.r1 NIH_MGC_37 CUNA clone 
















IMAGE:3059026 5' 


140G10 


6 


308 


AW440517 


NA 


1.Q0E-152 


1 


CDNA done IMAGE:2890615 3 1 


482A10 


1 


231 


AW440869 


NA 


1.00E-114 


1 


cDNA done IMAGE:291 81 51 3* similar to contains 


40B2 


18 


353 


AW444632 


NA 


4.00E-45 


1 


UI-H-BI3-ajw-b-11-0-Ul.s1 NCLCGAP_Sub5 cDNA 
















done IMAGE:2733260 3' 


61C2 


21 


392 


AW444812 


NA 


0 


1 


UI-H-BI3-ajy-d-11-0-Ul.s1 NCLCGAP_Sub5 cDNA 
















done IMAGE:2733380 3' 


461 H10 


151 


248 


AW449610 


NA 


8.00E-48 


1 


UI-H-BI3-aku-g-11-0-Ul.s1 NCLCGAP_Sub5 cDNA 
















clone IMAGE:2735804 3* 


479E10 


9 


425 


AW451293 


NA 


0 


1 


UI-H"BI3-alh-f-06-0-Ul.s1 NCI_CGAP_Sub5 cDNA 



done 1MAGE:2736899 3* 
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469G6 


16 


303 


AW452023 


NA 


1.00E-125 


1 


UI-B^I3-alm-f-06-0-Ul.s1 NCLCGAP_Sub5 cONA 
clone IMAG&2737306 3' 


463H8 


99 


269 


AW452096 


NA 


1.00E-103 


1 


UI+l-Bl3^!o-d-02-0-Ul.s1 NCI_CGAP_Sub5 cDNA 
clone IMAGE:3068186 3* 


459B8 


71 


535 


AW499658 


NA 


0 


1 


UI-HF-BR0p-a]j-c-07-O-Ul.r1 NIH_MGC_52 cDNA 
clone IMAGE:3074677 5' 


37A2 


128 


395 


AW499828 


NA 


1.G0E-110 


1 


UI-HF-BNO-ake-c-06-O-Ul.rl NIH_MGC_50 cDNA 
clone iMAGE^eeiSS* 


112E5 


88 


557 


AW499829 


MA 


0 


1 


UI-HF-BN0-ake-c-07-0-Ul.r1 NIH MGC 50 cDNA 
clone IMAGE:3076621 5' 


523F5 


435 


517 


AW500534 


NA 


4.00E-36 


1 


UmF-BN0-akJ-d-O4-O-Ul.r1 NIH_MGC_50 cDNA 
clone IMAGE:30774O6 5* 


476E10 


152 


450 


AW501528 


NA 


1.00E-129 


1 


UI-HF-BPOp-ajf-c-02-O-Ul.rl NIH_MGC_51 cDNA 
done IMAGE3073923 5* 


67D10 


36 


413 


AW504212 


NA 


0 


1 


UI-HF-BN0-a!p-a-11-0-Ul.r1 NIH__MGC_50 cDNA 

Clone IIVlA(jfc.oUoUo4o o 






CfO*+ 








1 


Ui4ir^NO-aigH>-iO-\HJI.n Nln_MGC__5Q CDNA 
clone IMAGE* 3079267 5* 


484D12 


35 


353 


AW510795 


NA 


1.00E-167 


1 


Soares NFL T GBC S1 cDMA dons 
IMAGE:2911933 3' similar to 


460B2 


109 


446 


AW572538 


NA 


1.00E-162 


1 


cONA done IMAGE:2832030 3' 


465D2 


272 


464 


AW573211 


NA 


2.00E-49 


1 


Soares NFL T GBC S1 cDNA clone 
IMAGE?2933767 3' similar to 


47G6 


125 


126 


AW614193 


NA 


1.00E-51 


1 


cDNA clone IMAGE:2951662 3 1 


499D7 


1 


341 


AW630825 


NA 


0 


2 


cDNA clone IMAGE:2969854 5* 


62H5 


10 


423 


AW651682 


NA 


0 


2 


CDNA clone IMAGE:2901099 5' 


104A7 


3 


461 


AW778854 


NA 


0 


1 


cDNA clone IMAGE:3037337 3' 


484H1 


9 


453 


AW780057 


NA 


0 


1 


cDNA clone IMAGE:3036046 3' 


491 E8 


18 


348 


AW792856 


NA 


1.00E-164 


2 


UM0001 cDNA 


65011 


64 


648 


AW810442 


NA 


0 


3 


ST0125 cDNA 


596F6 


49 


623 


AW813133 


NA 


0 


1 


ST0189 cDNA 


518H1 


131 


386 


AW819894 


NA 


1.00E-133 


1 


ST0294 cDNA 


115A7 


1 


315 


AW836389 


NA 


1.00E-169 


3 


LT0030 cDNA 


486D9 


32 


237 


AW837717 


NA 


1.00E-65 


1 


LT0042 CDNA 


477B12 


84 


253 


AW837808 


NA 


4.00E-67 


1 - 


LT0042 cDNA 


121A11 


253 


444 


AW842489 


NA 


1.00E-98 


1 


CN0032 cDNA 


472E6 


132 


447 


AW846856 


NA 


1.00E-149 


1 


CT0195 cDNA 


164F9 


1 


462 


AW856490 


NA 


0 


1 


CT0290 cDNA 


103C4 


23 


366 


AW859565 


NA 


0 


1 


CT0355 cONA 


129D3 


81 


295 


AW866426 


NA 


1.00E-108 


1 


SN0024 cDNA 


501 F9 


88 


421 


AW873028 


NA 


1.00E-170 


3 


cDNA clone IMAGE:3120038 3' 


98G4 


1 


294 


AW873326 


NA 


. 1.00E-107 


1 


cDNA clone IMAGE:3009400 3' 


72D5 


55 


648 


AW886511 


NA 


0 


1 


OT0083 cDNA 


460A5 


101 


294 


AW891344 


NA 


1.00E-102 


1 


rsTTO079 cDNA 


459E9 


196 


260 


AW945538 


NA 


8.00E-28 


1 


EN0024 cDNA 


479H5 


17 


224 


AW948395 


NA 


1.00E-102 


1 


FN0040 cDNA 


165E7 


2 


599 


AW949461 


NA 


0 


1 


MAGA cDNA 


12369 


104 


715 


' AW954112 


NA 


0 


2 


MAGC cDNA 


183F3 


84 


503 


AW954476 


NA 


1.00E-159 


1 


MAGC cDNA 


198C6 


8 


189 


AW954580 


NA 


5.00E-98 


1 


MAGC cDNA 


515H10 


1 


512 


AW955265 


NA 


0 


1 


MAGC cDNA 


41 E8 


16 


671 


AW957139 


NA 


1.00E-145 


2 


MAGD CONA 


66A7 


335 


503 


AW958538 


NA 


4.00E-85 


1 


MAGE cDNA 


465G8 


169 


615 


AW960484 


NA 


0 


1 


MAGF cDNA 


519E6 


44 


290 


AW960593 


NA 


1.00E-134 


1 


MAGF cDNA 


594F4 


306 


571 


AW963171 


NA 


1.00E-112 


1 


MAGH cDNA 


155B2 


30 


673 


AW964218 


NA 


0 


3 


MAGHcDNA 


173B5 


1 


553 


AW965078 


NA 


0 


1 


MAGI cDNA 


176A6 


7 


312 


AW965490 


NA 


1.00E-136 


1 


MAGI cDNA 


498H9 


1 


456 


AW965987 


NA 


0 


2 


MAGI cDNA 


517D11 


105 


484 


AW966098 


NA 


0 


2 


MAGI cDNA 



289 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



166H7 


63 


559 


AW967388 


MA 


0 


1 


MAGJ cDNA 


462C8 


69 


212 


AW967948 


NA 


2.00E-72 


1 


MAGJ cDNA 


189C5 


' 8 


566 


AW968561 


MA 


0 


1 


ft * A f*S ft ALIA 

MAGJ cDNA 


459C3 


129 


587 


AW9S9359 


NA 


0 


2 


MAGK cDNA 


174C1 


155 


527 


AW969546 


NA 


1.00E-170 


1 


MAGK cDNA 


191 F6 


158 


543 


AW973953 


NA 


1.00E-152 


2 


MAGM cDNA 


461G9 


311 


437 


AW974749 


NA 


7.00E-47 


1 


MAGN cDNA 


104D1 


182 


594 


AW993791 


NA 


0 


1 


BN0034 CDNA 


188F5 


734 


1292 


AY007110 


NA 


0 


4 


clone TCCCTA00084 mRNA sequence Length = 1656 


48D7 


692 


1169 


AY029066 


NA 


1.00E-76 


4 


Humanin (HN1) mRNA, complete cds Length = 1567 


55B8 


1802 


2045 


BC000141 


NA 


3.00E-96 


1 


Similar to myelocytomatosis oncogene, clone 
















MGC:5183, mRNA 


37A8 


34 


301 


BC000374 


NA 


1.00E-101 


1 


ribosomal protein L18, clone MGC:8373, rnRNA, 
















complete cds 


178E5 


20 


551 


BC000408 


NA 


5.00E-53 


1 


acetyl-Coenzyme A a cety transferase 2 (acetoacetyl 
















Coenzyme A thiolase 


596G2 


27 


263 


BC000449 


NA 


3.00E-43 


2 


Similar to ubiquitin C, clone MGC:8448, mRNA, 
















complete cds 


179A3 


693 


1002 


BC000514 


NA 


1.00E-160 


3 


ribosomal protein L13a, clone MGC:8547, mRNA, 
















complete cds 


158F10 . 


169 


522 


BC000523 


NA 


1.00E-157 


1 


Similar to ribosomal protein S24, clone MGC:8595, 
















mRNA, complete cds 


515G5 


34 


270 


BC000530 


NA 


7.00E-38 


1 


ribosomal protein L19, clone MGC:8653, mRNA, 
















complete cds 


39B6 


286 


1073 


BC000590 


NA 


0 


9 


acbn related protein 2/3 complex, subunit 2 (34 kD), 
















done MGC:1416, 


169A4 


929 


1314 


BC000672 


NA 


0 


1. 


guanine nucleotide binding protein (G protein), beta 
















polypeptide 2-lik 


166H4 


1350 


1745 


BC000771 


NA 


1.00E-169 


8 


Similar to tropomyosin 4, clone MGC:3261, mRNA, 
















complete cds 


331F9 


482 


949 


BC000967 


NA 


0 


1 


clone IMAGE:3449287, mRNA, partial cds Length = 
















2156 


526C6 


633 


829 


BC001169 


NA 


1.00E-100 


1 


Similar to esterase 10, clone MGC:1873, mRNA, 
















complete cds 


135G12 


1598 


1766 


BC001303 


NA 


6.00E-42 


1 


Similar to splicing factor, arginine/serine-rich 2 (SO 
















35), clone MGC: 


491 C6 


613 


714 


BC001385 


NA 


3.00E-34 


1 . 


Similar to leucine rich repeat (in FUI) interacting 
















protein 1, clone 


108D10 


234 


641 


BC001399 


NA 


2.00E-79 


1 


ferritin, heavy polypeptide 1, done MGC:1749, mRNA, 
















complete cds 


196H5 


1387 


1699 


BC001412 


NA 


6.00E-55 


4 


eukaryotic translation elongation factor 1 alpha 1, 
















.l nnB kAfir^ 'i mD 

clone Muu.i oo<£, mK 


460F5 


973 


1350 


BC001413 


NA 


0 


1 


clone IMAGE:31 40866, mRNA Length = 1634 


520C5 


346 


472 


BC001632 


NA 


5.0QE-34 


1 


Similar to NADH dehydrogenase (ubiquinone) 
















flavoprotein 2 (24kD), don 


520D10 


1729 


2205 


BC001637 


NA 


0 


2 


ATP synthase, H+ transporting, mitochondrial F1 
















complex, alpha subunit 


524A1 


564 


922 


BC001660 


NA 


1.00E-94 


2 


ribonudease 6 precursor, done MGC:1360, mRNA, 
















complete cds 


121E7 


275 


381 


BC001697 


NA 


2.00E-26 


1 


Similar to ribosomal protein SI 5a, done MGC:2466, 
















mRNA, complete cds 


109D1 


2441 


2835 


BC001798 


NA 


1.00E-123 


1 


clone MGC:3157, mRNA, complete cds Length = 3041 


180D9 


741 


921 


BC001819 


NA 


5.00E-85 


2 


ribonudease 6 precursor, done MGC:3554, mRNA, 
















complete cds 


72H5 


1264 


2808 


BC001854 


NA 


0 


8 


methionine adenosyftransferase II, alpha, done 
















MGC:4537, mRNA, comple 


167H8 


1099 


1436 


BC002409 


NA 


1.00E-49 


1 


actin, beta, done MGC:8647, mRNA, complete cds 
















Length = 1858 


53H1 


2398 


2513 


BC002538 


NA 


3.00E-41 


1 


serine (or cysteine) proteinase inhibitor, dade B 



(ovalbumin), member 
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125B3 


245 


585 


BC002711 


NA 


1.00E-40 


1 


cell division cycle 42 (GTP-blnding protein, 25kD), 
















clone MGC:3497 t mR 


331 H8 


201 


557 


BC002837 


NA 


0 


1 


done MGC:4175, mRNA, complete cds Length » 1092 


150C4 


1699 


2040 


BC002845 


NA 


8.D0E-29 


1 


eukaryotic translation elongation factor 1 alpha 1 , 
















clone MGC:3711, mR 


70D7 


345 


850 


BC002900 


NA 


0 


1 


Similar to proteasome (prosome, macropain) subunit, 
















alpha type, 2, do 


476B5 


1431 


1761 


BC002929 


NA 


1.00E-141 


1 


clone IMAGE:3954899, mRNA, partial cds Length = 
















2467 


38D7 


200 


688 


BC002971 


NA 


0 


2 


done IMAGE:354371 1, mRNA, partial cds Length = 
















1934 


74A11 


652 


1724 


BC003063 


NA 


0 


5 


Similar to likely ortholog of yeast ARV1 , clone 
















IMAGE:3506392, mRNA 


105H12 


1148 


1370 


BC003090 


NA 


1.00E-105 


1 


COP9 homolog, done MGC:1297, mRNA, complete 
















cds Length « 1637 


50F4 


8 


301 


BC003137 


NA 


1.00E-115 


1 


ribosomal protein S3, done MGC:3657, mRNA, 
















complete cds 


175G9 


93 


216 


BC003352 


NA 


1.00E-33 


1 


tumor protein, translation ally-controlled 1, clone 
















MGC:5308, mRNA, com 


587E9 


72 


554 


BC003358 


NA 


4.00E-60 


2 


ribosomal protein L10, done MGC:5189, mRNA, 
















complete cds 


71 F8 


491 


911 


BC003406 


NA 


0 


1 


cytldlne monophosphate-N-acetylneuraminic add 
















hydroxylase (CMP-N-acet * 


512E11 


308 


372 


BC003563 


NA 


2.00E-27 


1 


guanine nucleotide binding protein (G protein), gamma 
















5, done MGC:198 


118B11 


76 


343 


BC003577 


NA 


1.00E-111 


1 


done IMAGE:3544292, mRNA, partial cds Length = 
826 


107E3 


9 


634 


BCO 03697 


NA 


0 


1 


done MGC:5564, mRNA, complete cds Length s 2145 


128D4 


1408 


1550 


BC004186 


NA 


1.00E-34 


1 


guanine nucleotide binding protein, beta 1 , done 
















MGC:2819, mRNA, comp 


58H6 


554 


859 


BC004245 


NA 


1.00E-171 


2 


ferritin, light polypeptide, done MGC:10465, mRNA, 
















complete cds 


481 D8 


134 


460 


BC004258 


NA 


6.00E-73 


1 


hypothetical protein PR0 1741, done MGC: 10753, 
















mRNA, complete cds 


520F6 


160 


1400 


BC004317 


NA 


0 


3 


done MGC: 10924, mRNA, complete cds Length = 
















1837 


489G7 


511 


787 


BC004458 


NA 


2.00E-60 


1 


enolase 1, (alpha), clone MGC:4315, mRNA, complete 
cds 


115B8 


1162 


1640 


BC004521 


NA 


0 


2 


ATP synthase, H+ transporting, mitochondrial F1 
















complex, alpha subunit 


118A2 


1126 


1369 


BC004805 


NA 


4.00E-38 


1 


similar to Mus musculus, clone IMAGE:3584831 , 
















mRNA Length = 1910 


73D2 


1174 


1751 


BC004872 


NA 


0 


1 


done MGC:11034, mRNA, complete cds Length = 
















2471 


522E3 


681 


993 


BC004900 


NA 


1.00E-175 


10 


ribosomal protein L13a, clone IMAGE:3545758, 
















mRNA, partial cds 


55G12 


1 


232 


BC004928 


NA 


3.00E-68 


1 


clone MGC: 10493, mRNA, complete cds Length = 
2567 


520C2 


3 


139 


BC004994 


NA 


1.00E-31 


1 


myosin regulatory light chain, clone MG.C:4405, 
















mRNA, complete cds 


460H4 


1577 


1923 


BC005101 


NA 


0 


1 


done IMAGE:361 8561 , mRNA Length = 2113 


154F12 


122 


283 


BC005128 


NA 


2.00E-46 


1 


ribosomal protein L7a, done MGC:10607, mRNA, 
















complete cds 


592C8 


647 


925 


BC005187 


NA 


2.00E-32 


1 


Similar to hypothetical protein, done MGC:12182, 
















mRNA, complete cds 


591D1 


726 


837 


BC005361 


NA 


5.00E-31 


1 


proteasome (prosome, macropain) subunit, alpha 
















type, 4, done MGC: 1246 


458A7 


1307 


1568 


BC005816 


NA 


4.00E-98 


1 


Similar to dertex (Drosophila) homofog 1, done 
















IMAGE:3688330, mRNA, p 


122C6 


263 


378 


BC005928 


NA 


1.0QE-29 


1 


S100 caldum-binding protein A8 (calgranulin A), done 
















MGC:14536, mRNA 


47H11 


273 


854 


BC006008 


' NA 


0 


1 


done IMAGE:4285740, mRNA Length = 1 040 
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598E1 


850 


1226 


BC006176 


NA 


0 


2 


done IMAGE:4054156, mRNA, partial cds Length = 
1423 


175A1 


570 


887 


BC006282 


NA 


1.C0E-161 


1 


Similar to RIKEN cDNA 1110020N13 gene, clone 
MGC:1 0540 


150H12 


543 


1098 


BC006464 


NA 


0 


1 


calmodulin 2 (phosphorylase kinase, delta), clone 
MGC:2168 


583E5 


980 


1246 


BC006849 


NA 


1.00E-127 


1 


Similar to RIKEN cDNA 2410044K02 gene, clone 
MGC:5469 


41 H7 


619 


1308 


BC007004 


NA 


0 


2 


Similar to oxysterol-binding protein-related protein 1, 
clone IMAGE:40 


56C12 


13 


187 


BC007063 


NA 


6.00E-27 


1 


peroxiredoxin 1, clone MGC:12514, mRNA, complete 
cds Length - 973 


loocn 


2986 


3328 


BC0 07203 


NA 


1.00E-169 


1 


hypothetical protein MGC10823, clone MGC:12957, 
mRNA, complete cds 




1343 


1627 


DvUWI £.1* 


NA 


1 .UUC*|gg 


i 


Similar In RllfPkl oDKIA nfH nn^QPi ^ no no rlnna 

oimuario r\ii\tiM cuima uonuuuyrio gene, clone 
MGC'15619 mRNA 


588E11 


423 


1324 


BC007299 


NA 


o 


3 


Similar to ATP synthase, H+- transporting, 
mitochondrial F1 complex, al 


164F12 


72 


336 ■ 


BE002854 


NA 


1.00E-147 


1 


BN0090 cDNA 


106A12 


22 


608 


BE005703 


NA 


0 


1 


BN0120 CDNA 


472E11 


168 


297 


BE044364 


NA 


1.C0E-66 


1 


Soares_NFLJTJ3BC_S1 cDNA clone 


458H11 


2 


510 


BE049439 


NA 


0 


1 


CDNA Clone IMAGE:2834924 3 f 


46F7 


18 


527 


BE061115 


NA 


0 


1 


BT0041 cDNA 


105A8 


1 


166 


BE085539 


NA 


3.00E-74 


1 


BT0669 cDNA 


467F5 


27 


247 


BE086076 


NA 


1.00E-115 


1 


BT0672 cDNA 


469B6 


5 


188 


BE091932 


NA 


6.00E-87 


1 


BT0733 cDNA 


66D7 


18 


568 


BE1 60822 


NA 


0 


1 


HT0422 cDNA 


593F8 


110 


451 


BE163106 


NA 


1.00E-165 


1 


HT0457 cDNA 


468B10 


1 


461 


BE1 68334 


NA 


0 


1 


HT0514 cDNA 


192E1 


1 


602 


BE1 76373 


NA 


0 


1 


HT0585 cDNA 


109A9 


100 


377 


BE1 77661 


NA 


1.C0E-129 


1 


HT0598 cDNA 


468B9 


27 


145 


BE1 78880 


NA 


3.00E-31 


1 


HT0609 cDNA 


526E11 


6 


222 


BE217848 


NA 


1.00E-118 


3 


cDNA clone IMAGE:31 74941 3' 


115H2 


226 


227 


BE218938 


NA 


2.00E-97 


1 


cDNA clone IMAGE:31 76478 3' 


126B3 


1 


509 


BE222301 


NA 


1.00E-151 


1 


cDNA clone IMAGE:3166180 3' 


195F2 


123 


470 


BE222392 


NA 


4.00E-91 


1 


cDNA clone IMAGE:31 66335 3' 


170F7 


1 


375 


BE242649 


NA 


0 


1 


acute myelogenous leukemia cell (FAB M1) Baylor- 
HGSC 


459F10 


35 


432 


BE247056 


NA 


5.00E-84 


1 


cell acute lymphoblastic leukemia Baylor-HGSC 
pro]ect=TCBA 


491G11 


269 


516 


BE253336 


NA 


1.00E-116 


1 


cDNA clone IMAGE:3357826 5' 


471 H10 


140 


202 


BE254064 


NA 


2.Q0E-26 


1 


cDNA clone IMAGE:3354554 5* 


521 H9 


22 


605 


BE292793 


NA 


0 


2 


cDNA clone IMAGE:2987838 5' 


472A9 


33 


436 


BE297329 


NA 


0 


1 


cDNA clone IMAGE:3532809 5* 


99E10 


59 


423 


BE328818 


NA 


0 


1 


cDNA clone IMAGE:3181355 3' 


192C3 


4 


335 


BE348809 


NA 


0 


1 


cDNA clone IMAGE:31 52438 3' 


140G6 


206 


405 


BE348955 


NA 


3.00E-85 


1 


cDNA clone IMAGE:31 44625 3* 


483D12 


1 


534 


BE349148 


NA 


1.00E-160 


1 


cDNA clone IMAGE:31 50275 3* 


491H12 


1 


526 


BE379820 


NA 


0 


1 


cDNA clone IMAGE:3510960 5' 


481 D5 


212 


333 


BE464239 


NA 


3.00E-45 


1 


cDNA clone 1MAGE:31 94693 3' 


469H8 


31 


179 


. BE466500 


NA 


2.00E-71 


1 


cDNA clone IMAGE:31 95395 3' 


56D11 


72 


353 


BE467470 


NA 


1.00E-113 


1 


cDNA clone IMAGE:3212950 3' 


471 D10 


1 


249' 


BE502246 


NA 


1.00E-119 


2 


cDNA clone IMAGE:31 97344 3* 


471 C2 


255 


486 


BE502992 


NA 


1.00E-128 


1 


cDNA clone IMAGE:321 4462 3' 


56A2 


291 


669 


BE538333 


NA 


1.00E-164 


1 


cDNA clone IMAGE:3454710 5' 


191F12 


488 


587 


BE547584 


NA 


9.Q0E-28 


1 


cDNA clone IMAGE:3461 312 5' 


525F3 


5 


236 


BE550944 


NA 


1.00E-125 


1 


cDNA clone 1MAGE:3233200 3' 


473B7 


46 


228 


BE551867 


NA 


4.00E-86 


1 


cDNA done IMAGE:31 95555 3' 


467C6 


48 


404 


BE569141 


NA 


1.00E-162 


1 


cDNA clone IMAGE:3681180 5' 


110D3 


193 


473 


BE613237 


NA 


1.00E-157 


2 


cDNA clone IMAGE:3856357 3' 
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140F9 


20 


344 


BE614297 


NA 


1.00E-84 


1 


cDMA clone IMAGE:3906G37 3' 


473B12 


63 


216 


BE645630 


NA 


3.00E-51 


1 


cDNA clone IMAGE:3288143 3' similar to contains 


460C2 


156 


594 


BE646470 


NA 


0 


1 


cDNA clone IMAGE:3292133 3 1 


172E5 


329 


491 


BE670804 


NA 


7.00E-72 


8 


cDNA clone IMAGE:3285031 3* simnar to gb:J04130 


469D4 


50 


553 


BE674665 


NA 


0 


1 


cDNA clone IMAGE:3292800 3' similar to TR:O60688 



171F2 


10 


280 


BE676054 


NA 


1.00E-96 


1 


CDNA clone IMAGE:3295273 3* 


102E12 


102 


357 


BE737348 


NA 


2.00E-93 


1 


cDNA clone IMAGB3640772 5' 


121C11 


198 


488 


BE748663 


NA 


1.00E-150 


1 


CDNA done IMAGE:3838675 3* 


126D1 


208 


449 


BE763412 


NA 


1.00E-122 


1 


NT0036 cDNA 


172H5 


52 


581 


BE768647 


NA 


0 


1 


FT0010 CONA 


176F12 


178 


646 


BE792125 


NA 


0 


1 


cDNA done IMAGE:3936215 5' 


71A6 


16 .. 


437 


. BE825187 


NA 


0 


1 


CN0028 cDNA 


115F11 


14 


132 


BE658152 


NA 


4.00E-60 


1 


cDNA clone IMAGE:3308735 3* 


61A11 


1 


448 


BE872245 


NA 


0 


1 


cDNA done IMAGE:3850435 5' 


171B8 


155 


377 


BE875145 


NA 


8.00E-88 


1 


cDNA clone IMAGE:3891244 5' 


108A6 


370 


539 


BE876375 


NA 


7.00E-72 


2 


cDNA done 1MAGE:3889033 5* 


166B1 


1 


472 


BE877115 


NA 


1.00E-153 


1 


cDNA done IMAGE:3887598 5* 


63D11 


208 


496 


BE878973 


NA 


1.00E-141 


1 


cDNA clone IMAG&3895002 5' 


525C3 


208 


400 


BE879482 


NA 


7.00E-88 


1 


cDNA done IMAGE:3894277 5* 


526F7 


335 


603 


BE831113 


NA 


1.00E-126 


1 


cDNA clone IMAGE:3894306 5' 


152G12 


122 


659 


BE881351 


NA 


0 


2 


cDNA done IMAGE:3892808 5' 


589H4 


118 


510 


BE882335 


NA 


0 


2 


cDNA done IMAGE:3907044 5' 


51B12 


199 


631 


BE884898 


NA 


3.00E-56 


1 


cDNA done IMAGE:3908551 5' 


114C1 


286 


530 


BE887646 


NA 


1.00E-121 


1 


cDNA clone IMAGE:3913468 5* 


120H2 


282 


706 


BE888744 


NA 


0 


1 


cDNA clone IMAGE:3915133 5' 


107D11 


172 


497 


BE891242 


NA 


0 


1 


cDNA done IMAGE:3917201 5' 


513G4 


263 


662 


BE891269 


NA 


0 


1 


cDNA done IMAGE:3917064 5* 


166B8 


7 


453 


BE891928 


NA 


0 


1 


cDNA clone IMAGE:3920185 5' 


185G9 


23 


390 


BE894437 


NA 


1.00E-145 


1 


cDNA done IMAGE:3918224 5' 


189A8 


211 


485 


BE896691 


NA 


1.00E-82 


1 


cDNA done IMAGE:3925062 5' 


598A7 


78 


301 


BE897669 


NA 


1.00E-63 


1 


cDNA clone IMAGE:3923346 5' 


191D9 


189 


575 


BE899595 


NA 


0 


3 


cDNA done IMAGE:3952215 5' 


331F2 


109 


287 


BF001438 


NA 


3.Q0E-96 


2 


cDNA done IMAGE.3313517 3* 


192C9 


57 


419 


BF033741 


NA 


0 


1 


cDNA clone IMAGE:3857635 5* 


117H4 


73 


454 


BF056055 


NA 


0 


1 


cDNA clone IMAGE:3443950 3' similar to contains 


104B10 


6 


412 


BF058599 


NA 


1.00E-177 


1 


cDNA done IMAGE:3477311 3* 


331A12 


13 


164 * 


BF059133 


NA 


1.00E-72 


1 


cDNA clone IMAGE:3480249 3' ■ 


40H1 


81 


507 


BF060725 


NA 


0 


1 


7j59h07.x1 SoaresJ4SFJ r B_9WJ}T_PA L _P_S1 
cDNA clone 


464F1 


1 


510 


BF061421 


NA 


0 


1 


7]52c11.x1 Soa res_NS F_F8_9W_OT_PA_P_S 1 
cDNA clone 


71E11 


1 


441 


BF105172 


NA 


0 


1 


cDNA done IMAGE:4042560 5* 


129D7 


92 


561 


BF1 16224 


NA 


0 


2 


cDNA done 1MAGE:3570793 3' 


145E10 


83 


624 


BF131060 


NA 


0 


1 


cDNA clone IMAGE:4051731 5* 


113B8 


105 


410 


BF1 94880 


NA 


1.00E-157 


1 


cDNA done IMAGE:3643600 3' 


157E9 


102 


308 


BF197153 


NA 


1.00E-108 


2 


cDNA done IMAGE:3561933 3* 


127H8 


1 


173 


BF1 97762 


NA 


3.00E-92 


1 


cDNA done IMAGE:3653139 3' 


462D1 


29 


177 


BF221780 


NA 


7.00E-78 


1 


cDNA done IMAGE:3578603 3' 


472B8 


7 


229 


BF306204 


NA 


9.00E-70 


1 


CDNA Clone IMAGE:41 38980 5' 


62A3 


187 


612 


BF309911 


NA 


1.Q0E-162 


1 


cDNA done IMAGE:4138171 5' 


476G4 


316 


487 


BF330908 


NA 


5.00E-66 


1 


BT0333 cDNA 


524D1 


86 


258 


BF339088 


NA 


8.00E-88 


1 


cDNA clone IMAGE:4182956 5 1 


58G4 


13 


606 


BF341359 


NA 


0 


2 


cDNA clone IMAGE:4149195 5' 


480E7 


68 


288 


BF357523 


NA 


4.00E-97 


1 


HT0945 cDNA 


116C9 


8 


170 


BF364413 


NA 


2.00E-81 


1 


NN1068 cDNA 


168F4 


11 


595 


BF369763 


NA 


0 


1 


GN0120 CDNA 


495F1 


1 


318 


BF373638 


NA 


1.00E-108 


2 


FT0176 cDNA 


98E1 


81 


499 


BF377518 


NA 


0 


2 


TN0115cDNA 
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169C5 


17 


500 


BF380732 


NA 


0 


1 


UT0073 cONA 


464E11 


12 


272 


BF432643 


NA 


1.00E-129 


1 


cDNA clone IMAGE: 3406531 3* 


1B3G2 


119 


548 


BF433058 


NA 


1.00E-112 


1 


cDNA clone IMAGE:3565500 3* 


473F9 


21 


411 


BF433353 


NA 


0 


1 


cDNA clone IMAGE:3703678 3* 


117C9 


179 


462 


BF433657 


NA 


2.00E-99 


1 


cDNA clone IMAGE:3702965 3' similar to contains 


514A3 


170 


245 


BF435621 


NA 


2.00E-34 


2 


Lupski_sciatic_nerve cDNA done IMAGE:3394901 3' 
















similar to 


459G8 


78 


417 


BF445405 


NA 


1.00E-179 


1 


cDNA clone IMAGE:3699337 3* 


483D10 


12 


474 


BF447885 


NA 


0 


1 


cDNA clone IMAGE:3706147 3 


519H12 


319 


394 


BF449068 


NA 


3.00E-27 


1 


cDNA clone IMAGE:3579069 2 


584H11 


78 


487 


BF475501 


NA 


7.00E-50 


1 


LuDski sciatic nerve cDNA done V 


471 G8 


214 


400 


BF478238 


NA 


9.00E-61 


1 


rDMA Hnnp ^AnP'?7nnd7fi "V crmitar fn mntainc 


109F10 


20 


329 


BF507849 


NA 


1.00E-172 


-\ 


l II JUjMAmanvJhJf&JhJ 11 q1 MPI Pf5AP Qnhft rnwA 
WI~rT~Dl*t^ipV"fl"V4C"U~iJi.o 1 IN OAVr OUDO CUiNn 
















clone IMAGE:3088755 3' 


173E10 


147 


231 


BF510393 


NA 


• 1.00E-39 


1 


UI-H-BI4-aon-h-07-0-Ul.s1 NCI_CGAP_Sub8 cDNA 
















clone IMAGE:3085669 3' 


464D1 


32 


460 


BF513602 


NA 


1.00E-106 


1 


UI-H-BW1-amt-a-11-0-Ul.s1 NCI CGAP Sub7cDNA 
















clone IMAGE:3070773 3' 


118D9 


106 


248 


BF514341 


NA 


4.00E-46 


1 


UI-H-BW1-anoVh-10-0-UI-Sl NCIjCGAP Sub7 cONA 
















clone IMAG&308221 8 3' 


462E3 


29 


197 


BF515538 


NA 


1.00E-87 


1 


UI-H-BW1-anq-b-09-0-UU1 NCLCGAP Sub7cDNA 
















clone IMAGE:3083081 3' 


459C7 


70 


661 


BF525720 


NA 


0 


1 


cDNA clone IMAGE:4212877 5' 


462F8 


151 


684 


BF526421 


NA 


0 


1 


cDNA clone IMAGE:4213536 5" 


174H6 


1 


367 


BF530382 


NA 


0 


1 


cDNA clone IMAGE:4214327 5' 


477C5 


183 


689 


BF569545 


NA 


0 


1 


cDNA clone IMAGE:431 0435 5* 


46C3 


2 


626 


BF571362 


NA 


0 


1 


cDNA clone IMAGE:4252059 5' 


465B1 


350 


508 


BF591040 


NA 


3.00E-39 


1 


cDNA clone IMAGE:331 91 77 3' 


477G7 


6 


127 


BF592138 


NA 


2.00E-57 


1 


cDNA clone IMAGE:3573334 3" 


180B2 


53 


264 


BF593930 


NA 


1.00E-114 


1 


nab48e03.x1 Soares_NSFJ^8_9W_OT_PA_P_S1 
















cDNA clone 


185F12 


139 


578 


BF663116 


NA 


0 


1 


cDNA clone IMAGE:4308392 5' 


471 F9 


77 


590 


BF667621 


NA 


o 




cDMA clone* IMARF*4?7RftflR T 


41D10 


16 


664 


BF668050 


NA 


0 


2 


cDNA clone IMAGE:4279827 5' 


491G6 


87 


275 


BF670567 


NA 


1.00E-97 


1 


CDNA clone IMAGE:4290961 5' ■ 


112B4 


17 


303 


BF671020 


NA 


1.00E-120 


1 


cDNA clone IMAGE:4292143 5* 


194H6 


6 


196 ' 


• BF678298 


NA 


1.00E-100 


1 


cDNA clone IMAGE:4248916 5 1 


514H9 


96 


179 


BF691178 


NA 


2.00E-32 


1 


cDNA clone IMAGE:4332544 5' ■ 


99H1 


146 


327 


BF691895 


NA 


2.00E-69 


1 


cDNA clone IMAGE:4333460 5* 


465E12 


29 


681 


BF725383 


NA 


0 


1 


cDNA (Un-normalized, unamplified): BX cDNA clone 


69B10 ' 


17 


96 • 


BF726114 


NA 


3.00E-37 


1 


cDNA (Un-normalized, unamplified): BY cDNA clone 


151H10 


18 


366 


BF732404 


NA 


0 


1 


cDNA clone IMAGE:343491 8 3' 


124D2 


36 


378 


BF736784 


NA 


1.00E-179 


1 


KT001 8 cDNA 


463H5 


30 


152 


BF740663 


NA 


3.0QE-56 


1 


HB0031 CDNA 


469D2 


164 


398 


BF744387 


NA 


6.00E-74 


1 


BT0636 cDNA 


72E1 


17 


128 


BF749089 


NA 


1.00E-44 


3 


BN0386 cDNA 


98C3 


9 


515 


BF758480 


NA 


0 


1 


CT0539 cDNA 


46E11 


26 


162 


BF773126 


NA 


5.00E-57 


1 


IT0048 cDNA 


124C8 


32 


257 


BF773393 


NA 


1.00E-115 


1 


IT0039 cDNA 


166G8 


312 


549 


BF797348 


NA 


1.00E-108 


1 


cDNA clone IMAGE:4340490 5' • ■ 


146D8 


222 


288 


BF805164 


NA 


5.00E-29 


1 


CI0173CDNA 


49G4 


99 


460 


BF813798 


NA 


0 


5 


CI0084 cDNA 


469F8 


31 


455 


BF816700 


NA 


4.Q0E-88 


1 


CI0128 CDNA 


98C1 


37 


375 


BF818594 


NA 


1.00E-163 


1 


CI0184CDNA 


62C9 


166 


359 


BF821451 


NA 


3.00E-28 


1 


RT0038 cDNA 


51 F8 


28 


367 


BF827734 


NA 


1.Q0E-175 


1 


HN0025 cDNA 


56F7 


15 


429 


BF845167 


NA 


9.00E-84 


1 


HT1035 cDNA 


476D11 


1 


303 


BF869167 


NA 


1.00E-165 


2 


ET01 1 9 CDNA 
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476H4 


12 


262 


BF875575 


NA 


1.00E-131 


2 


ET0100 cDNA 


68D6 


242 


452 


BF877979 


NA 


3.00E-98 


1 


ET0109 cDNA 


37C10 


■1 


381 


BF897042 


NA 


0 


3 


MT0179 cDNA 


465B3 


63 


193 


BF898285 


NA 


5.00E-60 


1 


MT0229 cDNA 


331 C7 


274 


485 


BF899464 


NA 


3.00E-83 


1 


MT0211 cDNA 


72D8 


50 


334 


BF904425 


NA 


1.00E-152 


1 


MT0245 cDNA 


159F6 


333 


417 


BF906114 


NA 


ZO0E-35 


1 


MT0267 cDNA 


108H5 


6 


409 


BF926187 


NA 


0 


1 


NT0193 cDNA 


71 F9 


192 


286 


BF928644 


NA 


1.00E-43 


1 


NT021 6 cDNA 


481 D4 


27 


334 


BF938959 


NA 


1.00E-102 


1 


cDNA clone IMAGE:3706689 3' 


189B11 


69 


183 


BF939014 


NA 


4.00E-29 


1 


cDNA clone IMAGE:3706658 3' 


115G2 


85 


399 


BF940103 


NA 


1.00E-177 


1 


cDNA clone IMAGE:3439383 3' 


463B3 


304 


449 


BF940291 


NA 


8.00E-62 


1 


cDNA clone IMAGE:3577096 3* * 


122G1 


8 


339 


BF950968 


NA 


1.00E-170 


1 


NN1186 cDNA 


470B4 


251 


320 


BF962743 


NA 


Z00E-28 


1 


NN0045 cDNA 


516D5 


39 


208 


BF962934 


NA 


5.00E-69 


1 


NN0045 cDNA 


593G10 


242 


597 


BF965068 


NA 


1.00E-1 77 


2 


cDNA clone IMAGE:4356776 5' 


101A1 


6 


356 


BF965438 


NA 


1.00E-132 


1 


cDNA clone IMAGE:4358453 5' 


477F3 


25 


653 


BF965960 


NA 


0 


1 


cDNA clone IMAGE:4365102 5' 


588E4 


67 


562 


BF966028 


NA 


1.00E-134 


1 


cDNA clone IMAGE:4354B87 5^ 


467F10 


.11 


282 


BF966049 


NA 


1.00E-122 


1 


cDNA Clone 1MAGE:4354941 5* 


59E12 


81 


355 


BF966269 


NA 


1.00E-144 


1 


cDNA clone IMAGE.4375212 S 


480E11 


416 


755 


BF968628 


NA 


8.00E-41 


1 


cDNA done IMAGE:4359351 5 1 


37H8 


200 


500 


BF968963 


NA 


1.00E-148 


1 


cDNA clone IMAGE.4358390 & 


98H5 


398 


397 


BF969990 


NA 


1.00E-133 


1 


cDNA clone IMAGE:43605H 5 


597C3 


15 


571 


BF971075 


NA 


0 


1 


cDNA clone IMAGE:435891 1 & 


101F1 


188 


305 


BF971984 


NA 


6.00E-42 


1 


cDNA done IMAGE:4329095 5* 


464H5 


246 


602 


BF980139 


NA 


0 


1 


cDNA done IMAGE:4373963 3' 


63B6 


130 


597 


BF981080 


NA 


0 


1 


cDNA clone IMAGE:4401411 & 


167A3 


223 


418 


BF981263 


NA 


1.00E-101 


1 


CDNA done IWIAGE:4400757 5 


512C12 


1 


494 


BF981634 


NA 


0 


1 


cDNA clone IMAGE:4397101 & 


187H7 


26 


433 


BF997765 


NA 


1.00E-180 


2 


GN0127 cDNA 


458E4 


54 


242 


BG006820 


NA 


3.00E-62 


1 


GN0227 cDNA 


106A7 


1 


604 


BG024761 


NA 


0 


1 


cDNA clone IMAGE:4363858 5 




• 1 




btjIkJoz 1 9 


MA 

NA 


n 
O 


i 


CUMA Clone IIVIA(jt.4oo5bU/ o 


460B9 


264 


512 


BG028577 


NA 


1.00E-105 


1 


cDNA clone IMAGE:438751 8 5^ 


49E9 


100 


537 


BG033909 


NA 


0 


1 


cDNAc!onelMAGE:4402729 5* ■• 


54C10 


1 


582 


BG033953 


NA 


0 


2 


cDNA done IMAGE:4402647 5* 


182B3 


1 


489 


BG034799 


NA 


0 


1 


cDNA clone IMAGE:4413514 5 


166F8 


13 


586 • 


BG036101 


NA 


0 


1 


cDNA clone IMAGE:4414135 5" 


104A12 


56 


240 


BG054966 


NA 


1.00E-100 


1 


cDNA clone ^GE:3441756 3' 


171H10 


• 4 1 


269 


BG056668 


NA 


3.00E-85 


1 


CDNA clone IMAGE:4169714 3* 


146G11 


13 


522 


BG057282 


NA 


0 


5 


cDNA done IMAGE:41 40477 3 1 similar to contains 


472A11 


69 


358 


BG057892 


NA 


1.00E-145 


1 


7f76e08.x1 LupsW_dorsaLroot_gangllon cDNA clone 


513B4 


2 


418 


BG058599 


NA 


0 


1 


cDNA clone IMAGE:4141266 3 1 


134B4 


201 


519 


BG058739 


NA 


1.00E-75 


4 


cDNA clone IMAGE:4140551 3* 


163E7 


83 


327 


BG1 10599 


NA 


1.00E-126 


1 


cDNA done IMAGE:436B492 S ' 


118A7 


180 


577 


BG1 10335 


NA 


0 


1 


cDNA clone IMAGE:4356502 5* 


37F12 


38 


649 


BG111212 


NA 


0 


5 


cDNA done 1MAGE:4359233 S 


464A10 


57 


673 


BG111773 


NA 


0 


1 


cDNA done IMAGE:4372861 5 


464A7 


56 


411 


BG1 18529 


NA 


1.00E-157 


1 


cDNA done IMAGE:444351 9 5 ■ 


458D8 


186 


715 


BG121288 


NA 


0 


1 


cDNA clone IMAGE:4450407 5* 


166H12 


25 


339 


BG1 49747 


NA 


1.00E-177 


1 


cDNA clone IMAGE:3367325 3' 


51 H4 


4 


224 


BG1 49986 


NA 


1.00E-121 


1 


cDNA clone IMAGE:3406766 3' 


75G3 


70 


280 


BG150273 


NA 


1.00E-115 


4 


cDNA done IMAGE:3442930 3' 


500F10 


18 


677 


BG1 63237 


NA 


0 


3 


cDNA clone IMAGE:4446802 5* 


519E4 


39 


575 


BG1 64898 


NA 


0 


3 


cDNA done IMAGE:4453661 S 


119E5 


21 


276 


BG1 65998 


NA 


1.00E-120 


1 


cDNA done IW1AGE:4456017 5' 
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519B8 


29 


214 


BG166279 


NA 


5.00E-86 


1 


cDNA clone IMAGE:4455496 5* 


103B8 


377 


499 


BG170S47 


NA 


1.00E-45 


1 


cDNA clone IMAGE:4426826 5* 


470F8 


184 


307 


BG1 80098 


NA 


4.Q0E-63 


1 


cDNA done IMAGE:4430875 5' 


585C4 


4 


98 


BG230563 


NA 


5.00E-46 


1 


cDNA clone IMAGE:41 43330 3' similar to contains 


48G7 


2 


298 


BG231557 


NA 


1.00E-119 


1 


CDNA Clone IMAGE:4142471 3' 


73C4 


188 


430 


BG231805 


NA 


1.00E-130 


1 


cDNA clone IMAGE.4142814 3' 


148H4 


2 


525 


BG231961 


NA 


1.00E-133 


12 


CDNA Clone !MAGE:41431Q4 3* 


484B5 


364 


533 


BG235942 


NA 


5.00E-81 


1 


cDNA clone IMAGE:4141389 3' 


137B5 


97 


523 


BG236015 


NA 


6.00E-87 


1 


cDNA done IMAGE.4141365 3* 


489B11 


12 


294 


BG236084 


NA 


4.00E-75 


2 


cDNA clone IMAGE:4141856 3' similar to 


45H2 


1 


492 


BG249224 


NA 


' 1.00E-139 


1 


cDNA clone IMAGE:4470038 5* 


172F1 


1 


562 


BG254117 


NA 


0 


1 


cDNA clone IMAGE:4475233 5* 


588F3 


66 


202 


BG254292 


NA 


9.00E-43 


1 


cDNA clone IMAGE:4477042 5' 


583B5 


8 


183 


. BG272304 


NA 


7.00E-45 


1 


cDNA done IMAGE:4257371 


73A4 


119 


311 


BG282346 


NA 


3.00E-42 


1 


cDNA done IMAGE:4545131 5* 


586A2 


99 


511 


BG283706 


NA 


1.00E-160 


1 


cDNA done IMAGE:4519866 5 1 


152F12 


1 


676 


BG286649 


NA 


0 


5 


cDNA done IMAGE:4499224 5' 


479A12 


228 


601 


BG286617 


NA 


1.00E-142 


1 


cDNA done IMAGE:4500259 5* 


99B4 


1 


449 


BG288308 


NA 


0 


2 


cDNA clone IMAGE:4512706 5' 


584G2 


54 


468 


BG288554 


NA 


0 


1 


cDNA clone IMAGE:4517068 5' 


464E2 


244 


549 


BG289048 


NA 


1.00E-159 


2 


cDNA done IMAGE:4512868 5' 


113H1 


149 


436 


BG289347 


NA 


1.00E-161 


1 


cDNAdone IMAGE:4516241 5' 


39G6 


1 


503 


BG290577 


NA 


0 


1 


cDNA clone IMAGE:4517986 5' 


48D8 


38 


440 


BG291970 


NA 


0 


1 


cDNA done IMAGE:4517457 5* 


60E7 


1 


398 


BG319445 


NA 


0 


4 


Keratinocyte Subtraction Library- Down regulated 
Transcripts Homo 


168C2 


3 


221 


BG319498 


NA 


1.00E-111 


2 


Keratinocyte Subtraction Library- Downregulated 
Transcripts Homo 


461B12 


1 


393 


BG387694 


NA 


0 


2 


cDNA done IMAGE:4521084 5' 


174G11 


3 


542 


BG391695 


NA 


0 


1 


cDNA clone IMAGE:4537243 5' 


597A4 


164 


612 


BG396292 


NA 


0 


2 


cDNA done IMAGE:4581548 5' 


190B10 


469 


667 


BG397564 


NA 


3.00E-62 


2 


cDNA done IMAGE:4564968 5' 


593C3 


35 


461 


BG403635 


NA 


0 


1 


cDNA clone IMAGE:4526364 5* 


57H10 


121 


495 


BG413494 


NA 


0 


1 


7}54e06.x1 Soares_NSF_F8_9W_OT - .PA^P_S1 
cDNA done 


155G11 


119 


347 


BG424974 


NA 


3.00E-52 


1 


cDNA done IMAGE:4591378 5' 


45G3 


17 


332 


BG427404 


NA 


1.00E-159 


1 


cDNA clone IMAGE:461 251 8 5' . 


185C9 


16 


185 


BG432194 


NA 


3.00E-62 


1 


cDNA clone IMAGE:4610035 5' 


331D4 


60 


386 


BG434865 


NA 


1.00E-179 


1 


cDNA clone IMAGE:4605025 5' 


464H12 


97 


295 


BG438232 


NA 


1.00E-105 


1 


cDNA done IMAGE:4622433 5* 


521 F2 


280 


534 


BG468330 


NA 


1.00E-111 


1 


cDNA clone IMAGE:4644153 5' 


56F6 


167 


582 


BG473228 


NA 


0 


2 


cDNA clone IMAGE:4646938 5' 


61 G3 


8 


185 


BG473813 


NA 


2.00E-95 


1 


cDNA clone IMAGE:464741 6 5' 


119E9 


7 


377 


BG482798 


NA 


1.00E-178 


3 


cDNA clone IMAGE:4616253 5' 


125F8 


47 


318 


BG489375 


NA 


1.00E-149 


1 


cDNA clone IMAGE:4636634 5' 


73H3 


55 


154 


BG493253 


NA 


. 5.00E-49 


1 


cDNA clone IMAGE:4672787 5' 


111H9 


79 


754 


BG497765 


NA 


0 


1 


CDNA Clone IMAGE:4665582 5' 


171A10 


74 


476 


BG501063 


NA 


0 


1 


cDNA clone IMAGE:4668643 5' 


471G1 


65 


197 


BG501895 


NA 


1.00E-63 


1 


cDNA clone IMAGE:4654344 5' 


111E1 


16 


181 


BG503693 


NA 


4.00E-85 


2 


cDNA clone IMAGE:4657381 5 ? 


121B6 


77 


553 


BG505271 


NA 


0 


2 


cDNA clone IMAGE:466402B 5* 


599F2 


379 


484 


BG505379 


NA 


3.00E-45 


1 


cDNA clone IMAGE:4657121 5* 


105C1 


208 


646 


BG505961 


NA 


0 


1 


cDNA clone IMAGE:4072795 5* 


521 E10 


23 


440 


BG506168 


NA 


0 


4 


cDNA done IIWAGE:4072226 5' 


119A5 


188 


596 


BG503472 


NA 


1.00E-103 


1 


cDNA done IMAGE:4070820 5* 


479D7 


34 


308 


BG527060 


NA 


1.00E-121 


1 


cDNA done IMAGE:4685209 5* 


71 H3 


27 


542 


BG527658 


NA 


0 


1 


cDNA done IMAGE:4685854 5' 


186A7 


2 


336 


BG531486 


NA 


5.00E-96 


1 


cDNA Clone IMAGE:4699409 5* 


187H11 


186 


662 


BG532345 


NA 


0 


1 


cDMA done IMAGE:4699954 5* 


64G4 


166 


650 


BG532470 


NA 


0 


1 


cDNA clone IMAGE:4699923 5' 
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486E6 


224 


561 


BG533994 


NA 


1.00E-168 


5 


cDNA clone IMAGE:4663102 5* 


116F9 


188 


392 


BG536394 


NA 


7.00E-67 


1 


cDNA clone !MAGE:4689645 5* 


75C7 




452 


BG536641 


NA 


0 


2 


cDNA done IMAGE.4691078 5* 


175D10 


3 


114 


BG537502 


NA 


2.00E^t9 


1 


CDNA Clone IMAGE:4690780 S 


599E1 


356 


659 


BG53B731 


NA 


1.00E-111 


1 


cDNA clone IMAGE:4691392 5" 


191H9 


80 


631 


BG541679 


NA 


0 


1 


cDNA clone IMAGE:4695805 5* 


466A4 


1 


408 


BG542394 


NA 


0 


1 


cDNA clone IMAGE:4696046 5* 


67G12 


29 


698 


BG547561 


■ NA 


0 


3 


cDNA clone IMAGE:4703738 5* 


467B6 


60 


234 


BG547627 


NA 


3.00E-93 


2 


cDNA clone IMAGE:4703608 5 1 




tin 1 


21 32 




NA 


9 00E-31 


1 


mRMA for nrntpin ktna<%p C dplta-ivnp nnmnlete nHs 
















Length = 2163 


525 B6 


21 


222 


D17042 


NA 


1.00E-100 


2 


HepG2 partial cDNA, clone hmd3f07m5 Length = 222 


471 E4 


2287 


2877 


D17391 


NA 


0 


2 


mRNA for alpha 4(IV) collagen, C-terminal Length = 
















3558 


134D8 


561 


694 


D28589 


NA 


2.Q0E-59 


1 


mRNA (KIAA001o7), partial sequence Length - 792 


112D1 


1614 


2159 


D30036 


NA 


0 


1 


mRNA for phosphatidylinosltol transfer protein (Pl- 
















TPalpha), complete 


98H4 


1 


357 


F11941 


NA 


1.00E-180 


1 


brain cDNA cDNA clone c-33f05 


585G7 


15 


264 


F13765 


NA 


1.00E-136 


1 


(1992) cDNA clone ^112 3' 


47D11 


1 


296 


F35665 


NA 


1.00E-146 


1 


cDNA done sH5^)00005-0/E06 


465F5 


34 


225 


H03298 


NA 


1.00E-70 


1 


cDNA clone IMAGE:151865 5* 


481A6 


43 


362 


H51796 


NA 


1.00E-123 


1 


spleen 1NFLS cDNAdone IMAGE:194250 5' 


100E3 


116 


205 


H56344 


NA 


1.00E-37 


1 


spleen 1NFLS cDNAdone IMAGE:203711 5* similar 
to 


464F9 


10 


398 


H57221 


NA 


5.00E-45 


2 


spteen 1NFLS cDNA done IMAGE:204710 5' 


66C3 


10 


77 


H78395 


NA 


8.00E-28 


1 


liver spleen 1NFLS cDNA done IMAGE:233597 3' 


105D11 


63 


365 


H81660 


NA 


1.00E-154 


1 


2NbHM cDNA done IMAGE:249138 5' 


60G10 


1 


189 


H86841 


NA 


1 .00E-100 


1 


cDNA done IMAGE:220310 5* similar to SP:S44265 


470D6 




314 


H92914 


NA 


1 .OOE-146 


1 


Soares pinea I g land N3HPG cDNA clone 
















IMAGE:231988 3' 


483E5 


839 


944 


K02885 


NA 


1.00E-26 


1 ■ 


T-cell receptor adive beta-chain V-D-J-beta-1.2-C- 
















beta-1 (TCRB) mRNA. 


516F5 


1753 


2047 


' L1 1 284 


NA 


1 00E-131 

1 . WU Lm IJI 


1 


Homosaoierts ERK activator kinase fMEK1^ mRNA 
















Length = 2222 


525E1 1 


105 


738 


L40557 


NA 


1.00E-112 


1 


perforin (PRF1) mRNA, 3' end Length = 81 8 




R61 

QO 1 


R26 


M11124 

IVI 1 II Art 


NA 


5.00E-41 


1 


MHC HI A DO alnha-rhain mRNA from DRw9 cell line 

ivii iw 1 ila uu cujjua vdiciui 1 1 11 \ixn 11 win urvwo veil umw 
















Length = 835 


121E3 


1323 


1870 


M12824 


NA 


0 


4 


T-cell differentiation antigen Leu-2/F8 mRNA, partial 
















cds Length =197 


66H2 


713 


1190 


M17783 


NA 


0 


1 


glia-derived nexln (GDN) mRNA, 5' end Length = 1191 


41A9 


698 


883 


M32577 


NA 


4.00E-28 


1 


MHC HLA-DQ beta mRNA, complete cds Length = 
















1104 


478D10 


436 


605 


M55674 


NA 


4.00E-33 


1 


(done M212) phosphoglycerate mutase 2 (musde 
















specific isozyme) (PGAM 


469B8 


5 


377 


N20190 


NA 


0 


1 


2NbHM cDNA done IMAGE:264340 3' 


109E4 


21 


449 


N23307 


NA 


0 


2 


2NbHM cDNA done IMAGE:267836 3' 


171D9 


80 


381 


N25486 


NA 


1.00E-147 


1 ' 


2N0HM cDNA done IMAGE:264068 5' 


73H12 


1 


398 


N27575 


NA 


1.00E-144 


2 


2NbHM cDNA done IMAGE:264499 5' 


490 A11 


25 


475 


N31700 


NA 


0 


1 


2NbHM cDNA done IMAGE:267025 5" 


599D6 


185 


483 


N34261 


NA 


1.00E-150 


1 


2NbHM cDNA done IMAGE:267967 5' 


188F3 


112 


357 


N36787 


NA 


1.00E-107 


1 


2NbHM cDNA done IMAGE:273145 3' 


465B10 


7 


558 


N49836 


NA 


0 


1 


yz08a1 1.s1 Soares_multiple_sclerosis_2NbHMSP 
















cDNA 


40D4 


199 


575 


N58136 


NA 


1.00E-153 


1 ' 


spteen 1 NFLS cDNA done IMAGE:247587 3' 


183E2 


227 


366 


N80578 


NA 


2.00E-53 


1 


Soares JetalJung_NbHL19W cDNA clone 
















|MAGE:300873 3* similar to 


139G6 


9 


269 


N94511 


NA 


1.0QE-125 


1 


zb80g04.s1 Soares_senescentJibroblasts_NbHSF 
















cDNA 


126B8 


1 


256 


N99577 


NA 


1.00E-137 


2 


spleen 1NFLS cDNA done IMAGE295Q67 5' 



297 



WO 02/057414 



PCT/USO 1/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



118A10 


893 


5056 


NCJ301807 


NA 


0 


7 


mitochondrion, complete genome Length = 16568 


A1R9 


1 

i 


471 


NM 000873 


NA 


o 


1 


intprcplhilar arihf»^rfin mnlpnitp 7 /l(^AM9\ mRNA 
















Length = 1035 


OilAO 


■to 77 


I3UO 


NM 000958 


NA 


1 QQF.37 


4 


















mRNA 






9RR 


MM 000983 

IWJ Vi UUU3UJ 


NA 


1 00F-44 


i 


rihnnnmal nrnh^in 1 99 /RPI 9?) mRMA 1 onnfh = R07 




71 
fx 






NA 


1 00F.1AA 


c 

9 




41G10 


3162 


4CCR 




MA 

NA 


'i f\f\C^A7 

O.Uufc-**/ 


4 

1 


tumor necrosis factor receptor superfamily, member o 
















fTNPRSFfi^ mRNA 


591 b9 


1027 




mm rnvn-n 




u 


o 
c 


integrin, beta 1 (fibronectin receptor, beta polypeptide, 
















aniigen uu^y 






0U04 


mm on^Afin 


MA 




£ 


Intorfemn roni ilatrtrv fztHtnr A. /IRPa\ mPNA 1 on nth s 
















5065 


Oa'UO 


19^9 


14R1 


mm nn^n^fi 


MA 


9 OftF-dft 


1 


K/rr>r»hof*vft&-cricv*{fir* nrntoin tvmctnn kin^QO /I f!lO 
ijiiipnvwyLo'opauiK* pivioin lyiuouiu Miiaoo ^uurvj. 
















mRNA Length = 2032 


166G2 


50 


319 


NM_005745 


NA 


2.00E-90 


1 


accessory proteins BAP31/BAP29 (DXS1357E), 
















mRNA Length = 1314 


468D2 


3245 


3480 


MM 011086 


NA 


8 ODE-63 


1 


similar id Mitq ohn^nhoinn^tHdf* kinase ivv&- 
















containing (Pikfyve), mRNA 


599A4 


1335 


1630 


NM 014644 


NA 


2 OOE-69 


| 


K1AA0477 npne nroduct fKIAA0477^ mRNA Lenath = 
















5676 


RQPP 


818 


1361 


NM 014905 


NA 


o 


3 


alutaminase fGLS) mRNA Lenath = 4606 


49000 




O •JO 
OOC 


MM niRyl^t; 


MA 
NM 


1 nop 104 


i 


QOuDte nng-nnyer p rule in, uomn vLywrAriiN^, rnrMNA 
















Lenath = 1640 

LCI IkJLI 1 1 UfU 


hoou 1 1 




RID 


MM niRQQR 


MA 


1 ODF-77 


1 


KrunadUlike factor 13 flCLF13^ mRNA Lenath = 1079 


AQmo 


817 

O 1 1 




NM 01QR04 


NA 


3 OOF-28 


1 


cta^o-l MHC-restricfpd T cell essociated molecule 
















/CRTAM1 mRNA 


lOOCt 


390 


643 


NM 019997 

l^llVI U IBS?/ 


NA 


6 OOF-79 

DtVvG f * 


1 


similar to Mll<% mu^culus eDNA ^eoueriee AR041SR1 
















(AB041581) 




1A91 




MM 091A'*9 


MA 


^ nnP_Rft 


1 
i 


clmilar tn Muc R1KPM rOMA 1110n9nM91 none 
















(111 0020M21 Rik) 


WJO 1 1 


1RAR 


17fi1 


MM 091 777 
INIV1__U^ Mil 


MA 


1 nnp.34 


1 
i 


a rliQintonrin and mofallAnmfointKP HAirisin 9ft 
















/ADAM7ft^ trarKftrint var 

\i£*\j ) ) u at uj \s\ ip i vol 


1RRDH 


19RR 


1QR1 


NM 0991 R9 


NA 


o 




PP1201 Drotein ^PP1201) mRNA Lenath = 2309 


459^6 


1 


123 


MftA no» CC7 

NM_024OO/ 


MA 

NA 




4 

1 


hwn/xtba+irxai nrnfoin PI I91C1C/PI I91R1R\ mRMA 

nypotneiicai protein tlj^idid ^rLJziD ioj, mr\iM/\ 
















■ I pnnth = 1 RRR 




CC7 

do/ 




MM nOKQ"7T 


MA 
IMA 


1 .UU C.-CO 


4 

1 


elmSI'sr *r\ Mile PIWPM rHMA 9£mn4fil 09 none 

similar io ivius r\ir\tiN cuimm ^oiuu*k5uu^ gene 
















^251 Q048L02Rik) 


MAC 




•i inn 




MA 
NA 




1 


TOiate iransponer/camBr ^uvjooiuo^^, mKiw uengin = 


















52C11 


1277 


1954 


NM_030788 


NA 


0 


1 


DC-specific transmembrane protein (LOC81 501 ), 
















mRNA Length =1974 


4 no A 7 


yiu 


•*oiz 

OU IH 


MM O'VIAIQ 


MA 




A 


iTivicTwUK? pooocoDiny anivyrui repeals iiiuuccu uy 
















lipopolysa ccharide 


74E11 


47 


464 


NMJJ31435 


NA 


o 


1 


hypothetical protein DKFZp564 10422 
















(DKFZP564I0422), mRNA 


56B3 


1518 


1962 


NM_031453 


NA 


1.00E-176 


1 


hypothetical protein MGC11034 (MGC1 1034), mRNA 
















Length = 3301 


46F2 


118 


663 


NM.031480 


NA 


1.00E-105 


1 


hypothetical protein AD034 (AD034), mRNA Length = 
















2495 


192B3 


51 


290 


R11458 


NA 


1.Q0E-105 


1 


spleen 1 NFLS cDNA clone IMAGE:129880 5' similar 
to 


458B9 


43 


359 


R64054 


NA 


1.00E-159 


1 


cDNA done !MAGE:139969 5' 


169F11 


1 


429 


R85137 


NA 


0 


1 


brain N2b4HB55Y cDNA clone IMAGE: 180492 5 f 


465B5 


16 


392 


R88125 


NA 


1.Q0E-164 


1 


CDNA done IMAGE: 186850 5' 


477F8 


1 


525 


T77017 


NA 


0 


1 


1 NIB cDNA clone IMAGE:23326 5' 


39G11 


162 


455 


T80378 


NA 


1.00E-145 


1 


1NIB cDNA done IMAGE:24693 5' 


107D7 


1 


371 


T80654 


NA 


0 


1 


spleen 1 NFLS cDNA done I MAGE: 108950 5' 


465A1 


6 


314 


T85B80 


NA 


1.00E-114 


1 


spleen 1NFLS cDNAdone I MAGE: 112441 5' 


48D12 


2300 


2533 


U08015 


NA 


1.00E-128 


1 


NF-ATc mRNA, complete cds Length = 2743 
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121F1 


13 


380 


U46388 


NA 


1.00E-150 


1 


cell line Patu 8988t cDNA done xs425 


127B12 


3 


330 


U52054 


NA 


0 


4 


S6 H-6 mRNA expressed in chromosome 6- 
















suppressed melanoma cells 


487C2 


4054 


4187 


U52682 


NA 


2.00E-28 


1 


lymphocyte specific interferon regulatory 
















factor/interferon regulatory 


110B3 


1404 


2081 


U53530 


NA 


0 


1 


cytoplasmic dynein 1 heavy chain mRNA, partial cds 
















Length = 2694 


466C8 


34 


175 


U75805 


NA 


3.00E-47 


1 


cDNA clone f46 


148G12 


1513 


1639 


U87954 


NA 


1.00E-27 


1 


erbB3 binding protein EBP1 mRNA, complete cds 
















Length = 1648 


70A4 


564 


1381 


U94359 


NA 


0 


2 


grycogenin-2 like mRNA sequence Length = 4066 


158E4 


843 


945 


U97075 


NA 


1.00E-33 


1 


FLICE-like inhibitory protein short form mRNA, 
















complete cds 


459A1 


227 


446 


W004B5 


NA 


1 .00E-6O 


1 


2NbHM cDNA clone IMAGE:291193 5* 


459A2 


60 


350 


W00491 


NA 


1 .00E-1 26 


1 


2NbHM cDNA clone IMAGE:291255 5 1 similar to 


459B1 


76 


551 


WO260O 


NA 


0 


1 


spleen 1NFLS cDNA clone IMAGE:296D99 5* 




in 

1U 




VV 1 DOOt 




n 




















IMAGE-301703 5* 


HI I LrO 


•a 
0 


000 


W19201 


NA 


1 OQE-149 


1 


Snares fetal lurm NbHL19W cDNA clone 
















IMAGE:3031 18 5' similar to 




7^ 


OOi. 


W1Q4B7 

VV lOHOf 


NA 


1.00E-154 


•j 


7h1fifnQ r1 Snnrp<i narflthvrniH fiimnr KTbHPA cHNA 
















clone 


45QR7 


R7 


15R 




NA 


q 0QP-5Q 




Snare* fetal lunn NbHL19W cDNA clone 

OVJa I Co^_ i c La i_ lU MM nun l. law l»uim/\ i*iuiic 
















IMAGE:308696 5' 


lOOUJ 




283 


W2R193 


NA 


2 00E-91 


-j 


ranHnmlv nrrmpH <uhtihrarv rHNA 

lailVJwIlllj |JIUIIGU 9KWIIMI Cll J vWIVl 


/ODl 


Q 
O 


00D 


VVZ/OOO 


MA 
IMM 


1 nnp ififi 

I .UUC- 1 DO 


i 


laiiuorniy pi imcu suuHuiaiy cuivm 


163F8 


74 


330 


W47Z29 


KIA 
IMA 


j.UUt-1 1 f 


4 

1 


zcoycui .n ooares_senesceni_TioroDiasts_i>iDnor 
















CLTMM 


478E6 


2 


322 


W5o4o7 


KIA 

NA 


•» AftC C4 

3.UUE-51 


1 


zco9co7.n 5oares^arainyroio — tumor_NDrirA cdna 
















clone 


70LM 


7R 


9Q7 




NA 
NA 


1 .UUC- \u \ 




Q nar oa fetal hoart MhMHIQW rnMA Hnnp 
ooarcs__ Tcttsi^neari^jTiDnn > f vv cuin/\ womb 
















IMAGE7345661 3' ~ 


66D5 


1 


457 


W74397 


NA 


0 


3 


S oa res_f eta l_h eart_Nb H H 1 9 W cDNA clone 
















IMAGE7345236 5' ~ 


496D4 


85 


450 


W79598 


NA 


0 


1 


SoaresJetaLheart_NbHH19W cDNA clone 
















IMAGE:347020 5* " 


165D1 


108 


287 


W60882 


NA 


4.00E-94 


1 


Soares_fetaLheart„NbHH19W cDNA clone 
















IMAGE7347240 5' " . 


463G1 


5 


406 


W86427 


NA 


0 


1 


zh61c11.s1 Soares_f etaJJive r_spleen_1 N FLS_S 1 
















cDNA 


469G1 1 


1276 


1621 


X06180 


NA 


0 


1 


mRNA for CD7 antigen (gp40) Length = 1656 


113E11 


126 


885 


X65318 


NA 


0 


1 


Cloning vector pGEMEX-2 Length = 3995 


482E1 


921 


1168 


X79536 


NA 


1 OOE-102 


1 


mRNA for hnRNPcore protein A1 Length = 11 98 


1 4OV3O 


Ann 


848 


AJVI^UUZUOO 


NA 


o.uuc-/ 0 


i 


y luiaii idit7~cti iiinonia iiyaac lyiuiBtiiu is? *>yi uiido*?^ 
















(GLUL), mRNA 


185E1 


508 


734 


XMJJ02158 


NA 


, 1.00E-27 


1 


proteasome (prosome, macropain) subunit, alpha 
















type, 5 (PSMA5), mRNA 


71 A9 


1131 


1252 


XM 002269 


NA 


4.00E-29 


1 


ARP3 factin-related Drotein 3 veasfi homoioa 
















(ACTR3), mRNA 


49G7 


1 


257 


XM 003189 


NA 


1.00E-142 


3 


similar to eukarvotic translation initiation factor 4A. 
















isoform 2 (H. 


128B5 


783 


980 


XM_Q03304 


NA 


6.00E-41 


1 


tolWke receptor 2 (TLR2), mRNA Length = 2600 


185G10 


853 


1057. 


XM.003507 


NA 


200E-26 


1 


small inducible cytokine subfamily B (Cys-X-Cys), 
















member 5 (epithelial 


41 C9 


588 


1221 


XM_003593 


NA 


0 


1 


CD38 antigen (p45) (CD38), mRNA Length = 1227 


156C4 


127 


270 


XM_004020 


NA 


6.00E-71 


1 


ribosomal protein S23 (RPS23), mRNA Length = 488 


66E2 


1344 


1577 


XM 004500 


NA 


1.00E-46 


1 


CD83 antigen (activated B lymphocytes, 
















immunoglobulin superfamily) (CD 


61C6 


474 


987 


XM_004611 


NA 


i00E-8O 


1 


Ras homolog enriched In brain 2 (RHEB2), mRNA 
















Length = 987 


184A7 


971 


1361 


XMJ)04720 


NA 


0 


1 


hypothetical protein FU11000 (FU11000), mRNA 



Length = 1680 
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128E6 

55A11 

519C4 
129F1 

522C10 

180G6 

55F4 

492H7 

476B4 

493H5 
499B4 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 

5.00E-38 1 



115B6 
587B4 
598H5 

73E4 

64F7 

585E1 
75B8 

467A5 

44A3 

114D12 
52F6 

185E5 

106C3 

56H11 
53B2 

47A3 

159E9 



580 741 

1096 1305 

1307 1441 

1854 2367 

700 916 

1884 2290 

2573 2748 

976 1176 

1541 1918 

145 379 

11117 11410 



XM 004839 NA 

XM_005162 NA 

XMJD05543 MA 

XMJJ05693 NA 

XM_00569B NA 

XMJ3Q5799 NA 

XMJ305883 NA 

XM_005980 NA 

XMJ3Q6741 NA 

XMG06881 NA 

XMJJ07156 NA 



183D7 4270. 4376. XNL007189 NA 



4151 4408 

31 264 

206 300 

3252 3505 

186 334 



904 
710 

210 

480 



1020 
1405 

620 

854 



2269 2491 

.1 230 

1576 1695 

1359 1824 

40 617 

2711 2839 



896 
17 



1231 
178 



XMJXJ7606 NA 

XMJJ07650 NA 

XMJJ08052 NA 

XWL008082 NA 

XM0Q8449 NA 

XWL0Q9533 NA 

XM0Q9574 NA 

XMJ309641 NA 

XM_009917 NA 

XM_009929 NA 

XMJ31G593 NA 

XM 010897 NA 

,XM_011080 NA 

XM_011082 NA 

. XM_011714 NA 

XM_011865 NA 

XM 011914 NA 



7.00E-53 1 

1.00E-166 1 

4.00E-73 1 

4.00E-33 1 

0 1 



pre-B-cell colony-enhancing factor (PBEF), mRNA 
Length = 2377 . 

1.00E-60 1 GTP-binding protein overexpressed in skeletal muscle 

(GEM), mRNA 

1 .00E-69 1 aquaporin 3 (AQP3), mRNA Length = 1441 

0 1 inositol potyphosphate-5-phosphatase, 40kD 

(1NPP5A), mRNA 

programmed cell death 4 (PDCD4), mRNA Length = 
1622 

Integrin, beta 1 (fibronectin receptor, beta polypeptide, 
antigen CD29 

early growth response 2 (Krox-20 (Drosophila) 
homolog) (EGR2), mRNA 
proteoglycan 1, secretory granule (PRG1), mRNA 
Length = 1176 

hypothetical protein FU10701 (FU10701), mRNA 
Length = 2299 

2.00E-56 1 interieukin 22 (IL22), mRNA Length = 676 

3.00E-34 1 spastic ataxia of Charlevoix-Saguenay (sacsin) 

(SACS), mRNA 

5.00E-37 1 forkhead box 01 A (rhabdomyosarcoma) (FOX01 A), 

mRNA Length = 5037 
2.00E-50 2 thrombospondin 1 (THBS1), mRNA Length = 5719 

1 .Q0E-114 3 beta-2-microglobulin (B2M), mRNA Length = 918 

1.00E-31 1 ribosomal protein S15a (RPS15A), mRNA Length = 

435 

1 .00E-1 19 1 adaptor-related protein complex 1 , gamma 1 subunit 

(AP1G1), mRNA 

1 .00E-47 1 small inducible cytokine A4 (homologous to mouse 

Mip-1b) (SCYA4) 

1 .00E-26 1 CGI-06 protein (LOC51 604), mRNA Length = 2146 

0 1 nucleolar protein (KKE/D repeat) (NOP56), mRNA 

Length = 1910 

0 1 v-src avian sarcoma (Schmldt-Ruppin A-2) viral 

oncogene homolog (SRC), 
0 1 splicing factor3a, subunit 1, 120kD (SF3A1), mRNA 

Length = 2614 

7.00E-56 1 LIM domain kinase 2 (LIMK2), mRNA Length = 3699 

2.00E-36 1 signaling lymphocytic activation molecule (SLAM), 

mRNA Length = 1791 
3.00E-32 1 neural precursor cell expressed, developmental^ 

down-regulated 5 (NED 
0 1 T cell activation, increased late expression (TACTILE), 

mRNA 

0 1 interieukin 21 (IL21). mRNA Length = 617 

3.00E-29 1 neutral sphingomyelinase (N-SMase) activation 

associated factor (NSWIAF 
1 .00E-55 1 isopentenyl-diphosphate delta isomerase (IDI1 ), 

mRNA Length = 1835 
1.00E-73 1 . ribosomal protein S24(RPS24), mRNA Length = 515 



39E6 


339 


535 


XM_012059 


NA 


1.00E-44 


1 


hypothetical protein MDS025 (MDS025), mRNA 
Length = 1225 


142F6 


623 


745 


XM 012328 


NA 


2.00E-40 


1 


granzyme B (granzyme 2, cytotoxic T-rymphocyte- 
associated serine ester 


118D4 


329 


765 


XM_0 12649 


NA 


1.00E-114 


1 


small inducible cytokine A7 (monocyte chemotactic 
protein 3) (SCYA7), 


1S8H9 


2502 


2616 


XNI_015180 


NA 


2.00E-33 


1 


apolipoprotein L, 6 (APOL6), mRNA Length = 2915 


58D2 


1582 


1742 


XM_015921 


NA 


2.00E-30 


1 


putative chemokine receptor, GTP-binding protein 
(HM74). mRNA 


466H9 


86 


440 


XM.016138 


NA 


2.00E-45 


1 


hypothetical protein FU12439 (FU12439), mRNA 



Length = 1614 
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Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 

184G1 2651 3584 XM_016481 NA 0 3 hypothetical protein (DJ328E19.C1.1), mRNA Length 

= 3603 

107G9 8199 8786 XM_016721 NA 0 1 zinc finger protein 106 (ZFP106), mRNA Length = 

10462 

39F11 2719 3671 XM_016972 NA 0 2 similar to hypothetical protein (H. sapiens) 

(LOC82646), mRNA 

159A7 19 561 XM_018498 NA 1.00E-167 3 ribosomal protein L5 (RPL5), mRNA Length = 984 

459H2 2956 3450 Y16414 NA 0 1 mRNA for exportin (tRNA) Length = 3497 
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Example Genome 
Clone Start End 


172H5 


12457 


13616 


464A9 


21144 


21280 


472B10 


20340 


20745 


103C4 


93389 


93611 


514A3 


119111 
119522 
119989 
201218 


119521 
119890 
121059 
201293 


524A9 


24315 


24820 


458D10 


24879 
28080 


25274 
28625 


476D3 


106080 106289 


471D10 


34638 


34885 


596F6 


75526 


76327 


473F3 


74912 


75540 


111E12 


24581 


24992 


471 E9 


39706 


40014 


526B9 


39477 


39615 


331A3 


47793 


48492 


105C1 


115642 116079 


469H8 


35828 


35976 


55F9 


114263 114415 


487F9 


35319 


35718 


459H7 


13409 


13739 


464D1 


28530 


29042 


468A7 


53111 


53416 


188F1 


859 


1200 


523F5 


38269 


38756 


142E4 


113118 114014 



Number 

Accession Probability Clones Genbank Description 



AC000015 

AC000068 

AC000087 

AC000119 

AC000119 
AC000119 
AC000119 
AC000353 



0 2 chromosome 4 clone B271 E1 map 4q25, 

complete sequence L 
2.00E-70 1 Chromosome 22q11.2 Cosmid Clone 102g9 

In DGCR Region, c 
2.00E-67 1 Chromosome 22q11.2 Cosmid Clone 83c5 In 

DGCR Region, co 
0 5 BAC clone RG 1 04I04 from 7q21 -7q22, 

complete sequence [H 



5.00E-34 2 
AC002073 0 3 



Chromosome 11 q1 3 BAC Clone 18h3, 
complete sequence Leng 
PAC clone RP3-515N1 from 22q11.2-q22, 
complete sequence 

AC002073 

AC002297 0 1 Genomic sequence from 9q34, complete 

sequence [Homo sap 
AC002302 100E-86 1 Chromosome 16 BAC clone CIT987-SKA- 

345G4 -complete geno 
AC002306 1 .OOE-1 1 8 2 DNA from chromosome 1 9-cosmld R33799, 

genomic sequence, 

AC002467 0 1 BAC clone CTA-364P16 from 7q31 , complete 

sequence [Homo 

AC002549 0 2 Xp22 BAC GS-3770 14 (Genome Systems 

BAC library) complet 
AC003086 0 1 BAC done CTB-104F4 from 7q21-q22, 

complete sequence Le 
AC003103 1.00E-151 1 chromosome 17, clone HCIT268N 12, 

complete sequence Leng 
AC003695 3.00E-29 1 chromosome 17, clone hRPC.859_O_20, 

complete sequence L 
AC003976 1.00E-164 5 chromosome 17, clone hCIT.91_J_4, 

complete sequence Len 
AC004067 0 1 chromosome 4 clone B366024 map 4q25, 

complete sequence 
AC004080 5.00E-71 1 PAC clone RP1 -170019 from 7p15-p21, 

complete sequence L 
AC004169 3.00E-46 1 chromosome 4 clone C0236G06 map 4p16, 

complete sequence 
AC004187 0 1 clone UWGC:y17c1 31 from 6p21, complete 

sequence Length 

AC004190 1. 00E-1 66 1 from UWGC:y18c282 from 6p21, complete 

sequence Length = 
AC004221 1.00E-106 1 DNA from chromosome 19, cosmid R29144 

(LLNLR-252D12) an 
AC004386 5.00E-80 2 Homo Sapiens Chromosome X clone 

bWXD691, complete seque 
AC004520 0 1. BAC clone CTB-119C2 from 7p1 5, complete 

sequence Length 

AC004644 3.00E-38 1 chromosome 16, cosmid clone 367E12 

(LANL), complete seq 
AC004686 0 14 chromosome 17, clone hRPC.1073_Fjl 5, 

complete sequence 
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117050 117275 


AC004686 








135F10 


39469 


39637 


AC004762 


3.00E-75 


1 


chromosome 20, P1 clone 28 (LBNL H134), 
complete sequen 


472C8 


120427 120603 


AC004838 


6.00E-92 


1 


PAC clone RP4-589D8 from 7q31.1-q31.3, 














complete sequenc 


464F11 


64853 


65242 


AC004849 


5.00E-59 


2 


PAC clone RP4-659J6 from 7q33-q35, 
complete sequence Le 


460D2 


54796 


55320 


AC004854 


0 


1 


PAC clone RP4-673M15 from 7p13-p11.2, 
complete sequence 


513B4 


94866 


95147 


AC004858 


2.00E-57 


1 


PAC clone RP4-687K1 from 14, complete 
sequence Length = 


463C7 


53959 


54083 


AC004906 


1.00E-44 


1 


PAC clone RP5-852024 from 7p22, 
complete sequence Lengt 


584D3 


56155 


56311 


AC004913 


5.00E-36 


1 


clone DJ0876A24, complete sequence 
Length = 98870 


171B1 


23796 


24098 


AC004918 


1.00E-145 


1 . 


PAC clone RP5-894A10 from 7q32-q32, 
complete sequence L 


463B10 


33758 


34061 


AC004923 


1.00E-135 


1 


PAC clone RP5-901 A4, complete sequence 
Length = 94851 


101A1 


50075 


50425 


AC004997 


1.00E-129 


1 


PAC clone RP1-130H16 from 22q12.1-qter, 
complete sequen 


465G8 


28181 


28635 


AC005014 


0 


1 


BAC clone GS1-166A23 from 7p21, complete 
sequence Lengt 


470C3 


93162 


93469 


AC005068 


1.00E-160 


1 


BAC clone CTB-137N13 from 7, complete 
sequence Length = 


119E5 


28806 


29061 


AC005156 


1.00E-119 


1 


PAC clone RP5-1099C19 from 7q21-q22, 
complete sequence 


98C3 


24385 


25049 


AC005192 


0 


1 


BAC clone CTB-163K11 from 7q31, complete 
sequence Lengt 


140G5 


37679 


37878 


AC005280 


6.00E-85 


1 


PAC clone RP1-240K6 from 14, complete 
sequence Length = 


476A10 


12753 


12826 


AC005306 


8.00E-33 


1 


chromosome 19, cosmid R27216 (LLNLR- 
232D4) and 3' overl 


331A12 


34177 


34328 


AC005391 


2.00E-72 


1 


chromosome 19, cosmid R29942, complete 
sequence Length 


111H11 


85156 


86081 


AC005488 


0 


2 


clone NH0313P13, complete sequence 
Length = 185737 


472H11 


22517 


22813 


AC005531 


1.Q0E-150 


1 


PAC clone RP4-701O16from 7q33-q36, 
complete sequence L 


139G6 


96577 


97117 


AC005540 


0 


3 


clone RP1 1-53318, complete sequence 
Length = 133761 




116180 116836 


AC005540 








472F4 


70951 


71038 


AC005593 


3.00E-41 


1 


chromosome 5, P1 clone 1369fl0 (LBNL 
H28), complete seq 


469D4 


27949 


28457 


AC005667 


0 


1 


chromosome 17, clone hRPK.329_E_11, 
complete sequence L 


463A7 


127455 127799 


AC005740 


1.00E-154 1 


chromosome 5p, BAC clone 50g21 (LBNL 














H154), complete se 


126B8 


27782 


28073 


AC005837 


1.00E-16Q 2 


chromosome 17, clone hRPK.318_A_15, 














complete sequence L 


479D2 


202167 202536 


AC005859 


2.00E-46 


1 


Xp22-83 BAC GSHB-324M7 (Genome 














Systems BAC Library) com 


39G6 


62582 


63099 


AC005920 


0 


1 


chromosome 17, clone hRPK.700JH_6, 
complete sequence Le 


63E1 


39129 


39250 


AC006006 


3.00E-59 


1 


PAC clone RP4-813F11 from 7q32-q34, 
complete sequence L 
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461 B11 
119G10 

64A2 

459B7 

37H4 

512E3 

171H10 

72A1 

195H12 

113B6 

588G6 

463B2 

115F11 

187H11 

477E6 

53E10 

462C8 

478C7 

181A8 

159F6 

163F10 

124G4 

331A5 

463C5 

485D5 



181B6 



140287 140770 
81312 81740 

109063 109613 

13630 14294 

58820 59068 

39935 40123 

33704 33969 

106659 106958 

38763 38930 

36330 36635 

174012 174265 

65534 66031 

71976 72094 

34068 34544 

106567 106656 

123408 123785 

164080 164223 

174303 174379 
27207 27305 

4600 4798 

111852 112188 

94927 95303 

192082 192785 

117939 118047 

101528 101815 

94681 95257 

95517 95826 
95858 96487 
96742 96838 
187608 187732 
95554 96149 



AC006010 
AC006033 

AC006050 

AC006077 

AC006111 

AC006139 

AC006165 

AC006207 

AC006323 

AC006344 

AC006449 

AC006483 

AC006511 

AC006536 

AC007009 

AC007040 

AC007068 

AC007068 
AC007097 

AC007201 

AC007263 

AC007283 

AC007318 

AC007383 

AC007444 

AC007458 

AC007458 
AC007458 
AC007458 
AC007458 
AC007488 



1.00E-154 2 clone DJ0935K16 

0 1 BAC clone RP11-121A8 from 7p14-p13, 

complete sequence L 
0 2 chromosome 1 7, clone hRPK.268_F_2, 

complete sequence Le 

0 1 chromosome 5, P1 clone 254f1 1 (LBNL 

H62), complete sequ 

1 .OOE-67 1 chromosome 16 clone RP1 1^61 A8, 

complete sequence Lengt 
3.00E-94 1 clone UWGC:y55c068 from 6p21 , complete 

sequence Length 
8.00E-78 1 clone UWGC:y54c125 from 6p21 , complete 

sequence Length 
1.Q0E-149 1 12p13.3 BAC RPCI3-488H23 (Roswell Park 

Cancer Institute 
2.00E-61 1 clone RP5-1 1 51 M5, complete sequence 

Length = 86267 
1 .00E-1 57 1 PAC clone RP4-726N20 from 7q32-q34 t 

complete sequence L 
2.00E-93 1 chromosome 17, clone hCIT.58_Ejl7, 

complete sequence Le 
0 1 BAC clone CTB-161 C1 from 7, complete 

sequence Length = 
8.00E-60 1 12p13.1 (17.1-21.3 cM) BAC RPCI11-69M1 

(Roswell Park Ca 
0 1 chromosome 14 clone BAC257P1 3 map 

14q31, complete seque 
6.00E-30 1 BAC clone RP1 1-560C1 from 7p22-p21 , 

complete sequence L 
0 1 BAC clone RP1 1-298H3 from 2, complete 

sequence Length = 
4.00E-72 2 12p BAC RPCI11-75L1 (Roswell Park 

Cancer Institute BAC 

4.00E-43 1 BAC clone RP1 1-332E22 from 7q35-q36, 

complete sequence 
5.00E-59 2 chromosome 19, cosmid R34383, complete 

sequence Length 
1 .00E-151 1 chromosome 14 clone RP1 1-79J20 

containing gene for chec 
1.00E-126 2 BAC clone RP1 1-5361 18 from 2, complete 

sequence Length 
0 3 clone RP1 1-420C9, complete sequence 

Length = 204230 
3.00E-51 1 BAC clone RP1 1-310K1 5 from 2, complete 

sequence Length 
9.00E-41 1 clone RP11-340F1 from 7p14-15, complete 

sequence Length 
1 .00E-152 8 12q15 BAC RPCI11^44B24 (Roswell Park 

Cancer Institute 



3q27 BAC RPCI11-246B7 (Roswell Park 
Cancer Institute BA 
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102E12 


12533 12977 


AC007540 


4.00E-93 


1 


12q24.1 BAC RPCI11-128P10 (Roswell Park 
Cancer I nstitut 


471 C6 


9877 10401 


AC007561 


1.00E-160 1 


clone RP11-394E1, complete sequence 












Length = 106093 


471 C1 


27629 27769 


AC007676 


100E-27 


1 


clone RP11-9B17, complete sequence 
Length = 152138 


40D4 


120766 121349 


AC007882 


0 


1 


BAC clone RP11-499D5 from 7p11.2-q11.2, 
complete sequen 


166C10 


90374 90790 


AC007899 


0 


1 


BAC clone RP1 1-531 C11 from 2, complete 
sequence Length 


492A7 


11200 11376 


AC007911 


7.00E-57 


1 


chromosome 18, clone RP11-520K18, 
complete sequence Len 


459B3 


65768 66232 


AC008009 


0 


2 


3q26.2-27 BAC RPCI11-436A20 (Roswell 
Park Cancer Instit 


463F10 


127622 127783 


AC008083 


3.00E-85 


1 


12 BAC RP1 1-493L12 (Roswell Park Cancer 
Institute BAC L 


585C4 


176255 176348 


AC008124 


6.00E-38 


1 


Chromosome 12q13-62.7-72 BAC RPCI11- 
352M1 5 (Roswell Par 


468E6 


134033 134685 


AC008279 


0 


2 


BAC clone RP11-427F22 from 2, complete 
sequence Length 


112E9 


37565 37926 
37996 38360 


AC008408 
AC008408 


0 


4 


chromosome 5 clone CTC-278H1, complete 
sequence Length • 


145C5 


131866 132484 
134190 134862 


AC008592 
AC008592 


1.00E-141 


8 


chromosome 5 clone CTC-576H9, complete 
sequence Length 


458D8 


82521 83080 


AC008623 


0 


1 


chromosome 19 clone CTB-14D10, complete 
sequence Length 


584G2 


44371 44929 


AC008723 


0 


2 


chromosome 5 clone CTB-95B16, complete 
sequence Length 


144F7 


73662 74295 


AC008750 


2.00E-54 


2 


chromosome 19 clone CTD-2616J11, 
complete sequence Leng 


149G2 


99171 99875 


AC008760 


1.00E-121 


6 


chromosome 19 clone CTD-3128G10, 
complete sequence Leng 


194H6 


52930 53250 
57088 57263 


AC008795 
AC008795 


5.00E-89 


2 


chromosome 5 clone CTD-2052F19, 
complete sequence Lengt 


117H9 


101321 102169 

102715 102980 
103113 103402 


AC008860 

AC008860 
AC00B860 


0 


11 


chromosome 5 clone CTD-2185A1, complete 
sequence Length 


155D6 


34277 34517 


AC008982 


1.00E-103 1 


chromosome 19 clone LLNLF-172E10, 












complete sequence Len 


458E4 


33802 34039 


AC008985 


8.00E-77 


1 


chromosome 19 clone LLNLF-198H7, 
complete sequence Leng 


176A6 


170428 170746 


AC009073 


1.00E-138 1 


chromosome 16 clone RP1 1-31011, 












complete sequence Lengt 


146D8 


11633 11699 


AC009086 


1.00E-28 


1 


chromosome 16 clone RP11-368N21, 
complete sequence Leng 


458B8 


176406 176888 


AC009120 


0 


1 


chromosome 16 clone RP11-484E3, 
complete sequence Lengt 


73C4 


136885 137479 


AC009299 


0 


1 


BAC clone RP11-26B22 from 2, complete 
sequence Length = 


54F4 


202039 202564 


AC009312 


0 


1 


clone RP1 1-425F6, complete sequence 



Length = 204834 
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480E2 143559 143986 AC009313 0 1 

519E9 13492 13848 AC009404 1.00E-178 1 

129D12 81260 81769 AC009466 1.00E-151 1 

37E10 124522 125457 AC009477 0 3 

129A12 6750 7331 AC009506 0 1 

515H10 5494 5990 AC009812 3.00E-69 4 

74019 74540 AC009812 

165D1 53879 54343 AC009951 0 1 

53D8 30308 30860 AC010132 1.00E-159 1 

487F11 16839 17267 AC010480 1.00E-130 3 

461G10 8988 9327 AC010677 1.00E-163 1 

115H2 19073 19679 AC010789 4.00E-97 2 

126247 126428 AC010789 

168A9 78976 79540 AC010877 0 2 

468G6 98034 98744 AC010878 1.00E-107 3 

477B12 167367 167895 AC010913 0 1 

192E1 10683 11328 AC011245 0 1 

467C2 4521 4890 AC011462 1.00E-178 1 

189F3 12090 12208 AC011495 8.00E-60 1 

144C9 38166 38421 AC011500 1.Q0E-62 1 

162E8 41387 41499 AC012005 8.00E-30 1 

158G6 70285 70462 AC012170 3.00E-95 1 

189B11 19127 19241 AC013436 8.00E-29 3 

23196 23655 AC013436 

98C9 178883 179326 AC015651 1.00E-107 1 

69F8 57839 58168 AC015819 0 1 

47F9 3198 3826 AC016395 0 1 

480E3 39766 40155 AC016623 2.00E-35 1 

196G12 59552 60523 AC016637 0 2 



BAC clone RP11-440P12 from 2, complete 
sequence Length 

BAC clone RP1 1-28H22 from 2, complete 

sequence Length = 

chromosome 11, clone RP11-87N22, 

complete sequence Leng 

BAC clone RP11-209H16 from 2, complete 

sequence Length 

clone RP11-542H1, complete sequence 
Length = 191764 

chromosome 3, clone RP11-48B3, complete 
sequence Length 

clone RP11-107E5, complete sequence 
Length = 159791 

BAC clone RP1 1 -1 1 1 K1 8 from 7p1 1 .2-p2, 

complete sequence 

chromosome 5 clone CTD-2315M5, 

complete sequence Length 

BAC clone CTD-2304L4 from 7 t complete 

sequence Length = 

chromosome 10, clone RP11-190J1, 

complete sequence Leng 

BAC clone RP1 1-218F6 from Y, complete 
sequence Length = 

clone RP1 1-230E20, complete sequence 
Length = 154115 

BAC clone RP1 1-44N22 from 2, complete 
sequence Length = 

clone RP1 1-49805, complete sequence 
Length = 56793 

chromosome 19 clone CTC-435M10, 
complete sequence Lengt 
chromosome 19 clone CTB-33G10, complete 
sequence Length 

chromosome 19 clone CTB^60E1 1 , complete 
sequence Length 

clone RP1 1-533E23, complete sequence 
Length = 189557 

chromosome 15 clone RP11-562A8 map 
15q21.1, complete se 
BAC clone RP11-105B9 from 7, complete 
sequence Length = 

chromosome 17, clone RP11-55A13, 
complete sequence Leng 
chromosome 18, clone RP11-405M12, 
complete sequence Len 
chromosome 10 clone RP11-153K11, 
complete sequence Leng 
chromosome 5 clone CTD-2345N17, 
complete sequence Lengt 
chromosome 5 clone RP11-34J15, complete 
sequence Length 
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MR Aft 


61011 


61433 




o 


1 


BAC clonp RP1 1-^fMn9f) frnm 9 rnmnlpta 
unv wiwi iv? r\i i ivutvfcU u villi <& ( wi I ifJicziv? 

^pnnpnrja 1 onnHi 
odjucnue Lciiyui 


OUU 1 1 


54765 


54868 


ACQ 17002 


2.00E-30 


2 


clone RP1 1-RRF1Q mmnfptp ^poupnrp 
1 pnnth = 9f>Sfifi9 




108513 109049 


nUU I AUUO 


0 


2 


ciune r\~ 1 riou i i, complete sequence 














Lennth = 11 fi^RS 

LCI I^U 1 I 1 UOUJ 


A7QUR 


142657 142930 


APfM7n9n 
nL»U I / UZU 


8.00E-45 


1 


RAP rlnno RP11 IR^lC'l'^ frnm Y rnmnbfo 

DnL* clone T\r i i- loots. id rrom t, complete 














com innro 1 o n nth 

oeifuence uenyui 




99413 


99875 


AP017im 


0 


1 


cione r\r i i~oooai i, complete sequence 

1 Pnnth = IQ^iR?^ 
LtJiiyui i yoooo 


1 1 0R/I 
1 IZD4 


87464 


88155 


apoi a*;i 1 


1.00E-129 2 


enromosome iu cione r\" 1 i-/ /vjzo, 














cuiupieie sequence i_enyi 




117653 117940 


AUU loO 1 1 








■171 po 
i / i rz 


157933 158203 


Apn-i QC70 
M\-*U I OO / O 


2.00E-96 


1 


ciune i\i i i - iHOnn, compjeie sequence 














Length = 187099 


1RRH19 
I Dun IZ 


116351 116665 


ApniftfiR9 


1.00E-177 1 


rlono f?D"1 1 _ ,4.1 7F91 /v^ m n lof o connonro 
ciune r\r i i / r^L i, cuinpieie sequence 














Length = 181405 


izoro 


140561 141314 


APm oQfvt 


0 


3 


enromosome 10 cione r\r* i i-ouu- 10 map 














15q21.3, complete se 


116C9 


191414 191866 


AC019206 


0 


1 


BAC clone RP11-401N16 from 2, complete 














sequence Lengin 


472E9 


148765 149172 


AC020550 


1.00E-140 1 


BAC clone RP11-198M19 from 2, complete 














cpm ipnpp I pnnth 


iooni 
izyu i 


66284 


67154 


APnoncoA 
Auuzuoyo 


0 


3 


DA^ /sIaha DD1 1 OCQ H/IQ frAm 9 AAmnlafa 

DAL/ cione x\v i i-oooiviy rrom z, complete 

com ipnro 1 pnnth s 


465H10 


82476 


83166 


AC020629 


0 


2 


12q BAC RP11-76E16 (Roswell Park Cancer 

ln<5tihitp RAH L 


182E2 


83346 
84373 


83465 
84451 


AC020716 
AC020716 


1.00E-33 


2 


clone RP11-449G13, complete sequence 

I pnnth = 171805 


07PQ 


35257 


35957 


AuUZUYoU 


0 


1 


enromosome o cione Kr i i-iuon iy map op, 
complete sequenc 




43854 


44125 


AuU/lZUU I 


100E-149 1 


rhrnmncnmp *K f»lnnp RP11-4R1H17 man 
Lri ii \j\ i tusvji i ic o l#iui le r\i i i -*+ o in 1/ 11 lap o^j, 














complete sequenc 


523A8 


2991 


3475 


AC022149 


0 


1 


chromosome 19 clone CTD-3093B17, 
complete sequence Leng 




90726 


91104 


Af % fV?917'3 


0 


1 


enromosome / cione r\n i i-^yDo, compieie 

coo i lonro I on nth 
ocv|uc;iicc uciiyui 




53281 


,53724 


AoUZZOOD 


6.00E-92 


1 


1 RAP DP11 711-117 /Prkc\A#oll D«arir fonror 
O DnV r\r I I - / Irl I / ^rxOSWeil ral f\ CdnC6i 

Incti+M+a RAO I ih 
inSIllUie DAL/ LID 


*fOOr10 


75118 


75256 


APH99^ft9 


5.00E-72 


1 


rhrAmncnmo Q AlAna DDI 1 Oftft Ifi man *}n 

cnronriosome o cione rvr i i-^ioojo map op, 
complete sequence 


4000f 


20276 
21327 


20522 
21875 


AUUZoUOO 

AC023058 


2.00E-53 


2 


^ RAP PTR 1R7ri9^ ^PalTorh RAP I ihrarv 

o dal* L/ i d- i o ( ozo ^uai i ecn dau LiDrary 
complete seque 


m udo 


127894 128301 




1.00E-169 1 


cnromooOiTie o cione vs i l^-^. i / 














complete sequence Lengt 


473E11 


21558 


21818 


AC024939 


1.00E-117 1 


12 BAC RP1 1-485K18 (Roswell Park Cancer 














institute BAC L 


470E1 


150190 150573 


AC025165 


1.00E-171 


1 


12 BAC RP11-571M6 (Roswell Park Cancer 














Institute BAC U 


480B5 


107499 107766 


AC025253 


9.00E-66 


1 


12 BAC RP1 1-499A10 (Roswell Park Cancer 














Institute BAC L 


583B5 


27783 


27958 


AC025257 


1.00E-44 


1 


12 BAC RP11-56G10 (Roswell Park Cancer 
Institute BAC U 
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07MQ 

Of no 


OOllO OD4IO 




1.00E-148 1 


cnr orriuoorne o uiunc w i ioouzj, 












complete sequence Lengt 


166A9 


119110 119797 


AC026794 


0 


1 


chromosome 5 clone CTD-2276B5, complete 
sequence Length 


103D4 


105697 105794 


AC034240 


O.OUt-40 


£ 


chromosome 5 clone CTD-2335C11, 
complete sequence i_engi 


117H4 


49581 49962 


AC053513 


0 


1 


clone RP1 1-359J14, complete sequence 
Length - 1 ooSoo 


459B8 


64143 64709 


AC066580 


0 


1 


chromosome 3 clone RP11-109J15 map 3p t 
complete sequenc 


174D1 


41807 42055 
115078 115365 


AC067945 
AC067945 


2.00E-69 


2 


clone RP11-629B4, complete sequence 
Length = 162471 


178F5 


105048 105223 


AC068492 


7.00E-37 


1 


BAC clone RP11-809C23 from 2, complete 
sequence Length 


66E6 


2116 2578 


AC068499 


1.00E-135 2 


cnromosome iy, cosmia kzoo/4 (llinl- 












R_225F10), complete 


178C12 


1 561 8 1 5959 


AC068789 


0 


1 


lZ BAO KrH 1-1U49AZ1 (Koswen rarx 
Cancer Institute BAC 


145F12 


110468 110647 

110779 111202 
141211 141790 


AC069298 

AC069298 
AC069298 


3.00E-89 


4 


chromosome 3 clone RP11-56K23, complete 
sequence Length 


519F3 


159763 160355 


AC069304 


0 


1 


BAC clone RP11-632K21 from 7, complete 
sequence Length 


464B11 


52608 53051 


AC073347 


0 


1 


BAC clone RP11-775L16 from 7, complete 
sequence Lengtn 


469E12 


85540 85930 


AC073917 


0 


2 


12q BAC RP11-415D21 (Roswell Park 
uancer insutute dau 


118C12 


141407 141495 
142293 142607 


AC083868 
AC083868 


6.00E-70 


3 


chromosome 7 clone RP11-148L5, complete 
sequence Length 


168G5 


6632 7097 


AC087065 


0 


2 


chromosome 22q11 clone cos6, complete 
sequence Length = 


479G12 


127024 127342 


AC090942 


1.00E-119 


1 


chromosome 3 clone RP11-220D14 map 3p, 
complete sequenc 


122G1 


41957 42383 


AC091118 


0 


1 


chromosome lo clone u 1 u-oium, complete 
sequence Length 


479D7 


153992 154141 


AF001549 


6.00E-29 


1 


Chromosome 16 BAC clone CIT987SK-A- 
270G1, complete sequ 


461 H7 


21977 22331 


AFO 15262 


2.00E-69 


1 


cnromosome z i clone rac zoor/ map ziq- 
AML, complete seq 


463E9 


27006 27615 


AF015725 


0 


1 


chromosome 21 clone cosmid clone D68F9 
map 21q22.2, com 


4S0D9 


1 5o4o 1 oZoz 


ArU^f 


"1.00E-123 


1 


cnromosome cione cosmia uiooz map 
21q22.2, complete 


465E9 


296143 296800 


AF131216 


0 


1 


chromosome 8 map 8p23-p22 clones CTB- 
164D9, CTB-16905, 


469D2 


23811 24045 


AF161800 


2.00E-78 


1 


chromosome 8q21.2 BAC 189m5, complete 
sequence Length = 


37G7 


200214 200755 
201078 201309 


AJ003147 
AJ003147 


0 


2 


complete genomic sequence between 
D16S3070 and D16S3275 


459A1 


36969 37402 


AL008730 


8.00E-82 


2 


DNA sequence from PAC 487J7 on 



chromosome 6q21-22.1. Co 
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480C8 


37929 


38457 


AL008733 
/»i — w i w w 


D 


1 


DMA sequence from clone RP1-163G9 on 

%S* «# \ O^UUOI 1 ww 1 1 v/l II wlwl 1 w 1 X 1 1 I UwU w wl 1 

chromosome 1 d36 2- 


462D9 


36712 
40603 


37037 
40772 


AL021878 
AL021878 


0 


2 


DNA sequence from clone RP1-257I20 on 
chromosome 22a 13 


182H1 


30506 


30760 


AL022238 


3 00F-96 


2 


DMA spnupnrp frnm rlnnp RP^-in49Kin nn 

M^V gvl|UCI IbC II KJl 1 1 OIUI IC IXI w 1 W+^CIX 1 U Ul 1 

rhrnmn^nmp 99n1*^ 

wl II WI 1 IU3UI 1 IC C-C-\J\ 1 O 


166F6 


75035 


75547 


AL 022240 


o 


1 


DNA eeauencp frnm rlnnp ^9RF1Q nn 

WIVV OCV^UCI 1 WW II \J\ 1 | wlwl 1 W WbVka 1 9 w I 1 

chromosome 1q12-21.2 


IDOV 1 £ 


179455 179766 


Al 099^90 


1 nnF_i7*> 


i 
■ 


DMA coniionpo fmm nlnna f**TA_4n7P11 nn 
UIN/A acl^Uciluc TiOm UlUMc w» I rv^+U/ r I I on 














rhrnmncnmo 99n19 
Ul IIUI IIUoUl I ICS /LtZX\ \Z- 


4R5A19 


26329 


26834 


Al fWWI 


n 

u 


1 


DMA cpnnpnnp frnm rlnnp PTfl-^^flDO on 

L/IN/\ OC^UCilUC IIUIN UlUI IC V/ I H'fHUDO Oil 

chromosome 22q12.1 


^94 D1 


70719 


70891 


Al 099^04 


9 nnF-R7 


1 
• 


DMA coniiPnro fmm rlnno R P*}-^*! 1 R94 nn 
ui\A ac\fuci ioc ii win utuiic r\ro j 1 id^h on 

chromosome 20q11. 




129077 129538 


Al n99^Qfi 


n 


1 


DMA Qpmipnrip frnm PAfl ^R0F1 1 nn 

UliA oCLjUCI I UC II Ul 1 1 rnw wOvw 1 1 Ul 1 














chromosome 6p22.3-p24. 




69809 


70220 


Al IY*1 17ft 


u 


1 
i 


DMA con i ipnna fmm rlnno RP*^_*^41P1ft nn 
L/IM/A acljUcllUC UUIII UIUIIC ixrO'O 4 * I L_ IO UN 

rhrnnfi^fiinp fin1 1 9 

UIIIUIIIUOUMIC U|J I \ »£. 




103757 104346 


Al (V*1977 


0 


1 


DMA Qpmipnnp fmm rlnnp 1 177F1Q nn 

UllA wwkJUCi IUC II Ul 1 1 UlUI IC? 1 1 I r t l«7 Ull 














chromosome 1p36.12-3 


472F11 


41594 


41778 




9.00E-97 


1 


DMA QPniipnnp fmm rlnnp RP4-R71014. nn 

chromosome 22q13. 




72042 


72629 


AL(V*1fi79 


0 


1 


DMA QpniiPnnp frnm rlnnp RP4-RQ1M94 nn 

UliA SClfUCI ILrw 11 Ul 1 1 wlwl IC 1 \ 1 *t w C7 1 l^l£.*t Ul 1 

chromosome 20p11. 




29633 


29708 


ai n^i7nft 


9.00E-28 


1 


DMA ^Pniipnno fmm rlnnp 1 A1fv-*31^f^S nn 
uiin ocvjticiiww iiuiii uiuiic i— r\ itro iooj un 

chromosome 16, co 


SOD 1 


30963 


31311 


Al 0^1790 


1.00E-163 1 


DMA QPniipnrp frnm rlnnp RP1.1^QA1Q nn 
uinav oci|iiciH/c iiuiii uiuiic? r\i i~ iuj3/a i 9 on 














rhrnmncnmo 1n*^R 1 

wl II Ul I lUOUl I IO ipuU. I 


17ftR9 


38674 


38800 


ai n^^RA 


3.00E-27 


1 


DMA cannonra 'frnm rlnno RPA_ini*^Ain nn 
L/l Hr\ aCLfUBI IUC II Ul 1 1 UIUIIC IXr U I U I sJr\ 1 U Ul 1 

chromosome 6p24. 


inziA7 

IU*tMf 


40604 


41062 


Al ftt^Q7 


0 : 


1 


DMA connonro fi m n nlnno 971^10 nn 
LslNM octjUwl IOC II Ul H UIUIIC c. f r\ Ull 

uriiumuounit? op i i i^.u 


1QHF1 1 


77693 


78285 


Al 

nLUOJj 1 57 


0 


1 


DMA cpnnpnnp frnm nlnnp RP^-*^4nR1Q nn 

L/IMr^ ocljUtSIIW) MUlll UIUIIC r\J g-JtUD 13 Ull 
UIIIUIIIUbUMIw UU^ I 


191A11 


15252 


15679 




9.00E-52 


1 


DMA QPniionrp fmm rlnnp RP1-11ftR1fl nn 

L/lNr\ wCvJUCllUC II Ull l UIUIIC ix ~ |- | IOD IO on 

rhrnmncnmo fin94 1 
Ul II Ul I lUwUl lie uptf . I 


17^R5 


102500 102752 




7.00E-58 


1 


rhrnmn^nmp Xn9ft nn^miri nlnnPQ 7H*^ 
ui n ui nuoui i ic /\i^^.o, wUoiiuu wiui ico mo. 














14D7 H1930 11P7 


191A19 


34566 


34684 




6.00E-47 


1 


DNA QpniiPnr^p fmm nlnnp 1^QA1 nn 

UM\7A OCv| UCI IUC IIUIII Ulwl IC I J3H I Ull 

chromosome Xq 12-1 3. 3. 




73639 


74045 


Al n^441ft 


1.00E-176 1 


DMA cpnnpnnp frnm rlnnp RP^-104Qf^1R nn 

L/IUr\ SCLjUCI IUC II Ul 1 1 UIUIIC IXI vr" 1 utau IU Ull 














chromosome 20q12 


471 F1 
*+/ ir i 


37083 


37364 




100E-150 1 


DMA cpniipnrp fmm rlnnp RP^-Q14P90 nn 

LJ I \r\ wCUjUClIUC IIUIII UIUIIC 1 vi J J3 l*tr Ull 














chromosome 20q13. 


463H8 


97563 


97753 


AL035405 


1.00E-102 1 


DNA sequence from clone 21018 on 














chromosome 1p35. 1-36.2 


472E6 


20949 


21271 


AL035413 


1.00E-155 1 


DNA sequence from clone RP4-657E1 1 on 














chromosome 1p35.1 


121F1 


65029 


65503 


AL035455 


0 


1 


DNA sequence from clone RP5-1018E9 on 
chromosome 20q13. 


465B1 


37269 


37445 


AL035530 


2.00E-47 


1 


DNA sequence from clone RP1-1 1 1C20 on 
chromosome 6q25.3 


482C9 


64837 


65129 


AL035662 


1.00E-163 1 


DNA sequence from clone RP4-599F21 on 



chromosome 20q12- 
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166B9 


39808 


39976 


AL049715 


1.00E-87 


1 


UNA sequence trom clone Kr4-o4or 11 on 
chromosome 1, com 


591D6 


65470 


65892 


AL049795 


0 


1 


DNA sequence from clone RP4-622L5 on 
chromosome 1 p34.2- 


72G1 


82160 


82440 


AL049829 


1.00E-148 1 


chromosome 14 DNA sequence *** IN 














PROGRESS ***BAC R-12 


112H3 


2111 


2535 


AL050330 


0 


2 


DNA sequence from clone RP1-3E1 on 
chromosome 6p21.23-2 


479G5 


18853 


19244 


AL096712 


1.00E-125 


1 


DNA sequence from clone RP4-744I24 on 
chromosome 6p1 2.1 


464C10 


80145 


80583 


AL096773 


4.00E-85 


1 


DNA sequence from clone 1000E10 on 

I a\ a% r\ aI r\ s\ 

chromosome 1p12-13.3 


123D11 


34999 


35510 


AL096808 


1.00E-166 


1 


genomic region containing hypervariable 
minisatellites 


129F10 


1148 


2507 


AL109616 


0 


95 


1 *\. A * 1 I ■ 1 II A A 1 A A A ft 

chromosome 21 Cosmid LLNLc116L1110, 
complete sequence L 


469B8 


13155 


13527 


AL1 09755 


0 


1 


DNA sequence from clone RP3-340H11 on 
chromosome 6q24.1 


105F4 


57995 


58306 


AL1 09758 


5.00E-98 


1 


■ J M I-X A t A 111 l| 1 

chromosome 14 DNA sequence *** IN 
PROGRESS *** BAC R-87 


465H5 


136248 136356 


AL1 09847 


7.00E-29 


1 


chromosome 14 DNA sequence BAC R- 














603H7 of library RPCI- 


60G8 


84706 


84959 


AL109914 


1.00E-135 


1 


DNA sequence from clone RP11-27F12 on 
chromosome 6p22.3 


102A8 


169378 169473 


AL109918 


2.00E-34 


1 


DNA sequence from clone RP1-152L7 on 














chromosome 6p1 1 .2- 


471 D6 


63862 


64021 


At A A ^ A C\ r> 

AL1 171 86 


4.00E-80 


1 


chromosome 14 DNA sequence *** IN 
PROGRESS *** BAC R-29 


176E10 


145991 


146554 


AL1 17258 


3.00E-63 


1 


chromosome 14 DNA sequence BAC R- 
244E17 of library RPCI 


480E7 


2975 


3356 


AL1 17352 


1.00E-153 


1 


DNA sequence from clone RP5-876B10 on 
chromosome 1q42.1 


110D3 


48631 


48886 


AL121573 


3.G0E-65 


2 


DNA sequence from clone RP1-306F2 on 
chromosome 6p12.1- 


40B2 


106788 107123 


AL121657 


2.00E-42 


1 


BAC sequence from the SPG4 candidate 










i 




region at2p21-2p2 


52B9 


56473 


56690 


AL121899 


1.00E-104 2 


DNA sequence from clone RP1 1-128M1 on 














chromosome 20. Co 


485A6 


5475 


7084 


AL121985 


1.00E-138 7 


DNA sequence from clone RP1 1-404F10 on 














chromosome 1q23. 




15867 


16574 


AL121985 










17098 


17504 


AL121985 










24037 


24292 


AL121985 








40E4 


54176 


54528 


Al A r\ A AAn 

AL121998 


1.00E-179 1 


DNA sequence from clone RP5-1 103B4 on 














chromosome 1 Cont 


118H12 


21398 


21744 


AL1 32838 


0 


1 


chromosome 14 DNA sequence BAC R- 
85G20 of library RPCI- 


599F11 


153822 154345 


AL133153 


0 


1 


chromosome 14 DNA sequence BAC R- 














895M11 of library RPCI 


478G8 


115784 116115 


AL133243 


1.00E-120 


1 


BAC sequence from the SPG4 candidate 














region at 2p21-2p2 


107H8 


119760 120729 


AL1 33330 


0 


22 


DNA sequence from clone RP1-68D18 on 














chromosome 11p12-1 




121182 121863 


AL1 33330 










122773 122940 


AL1 33330 










143751 144379 


AL1 33330 
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146057 147016 


ML IOOOOU 










159262 159639 


AL1 33330 








471 E7 


127891 128013 


AL1 33340 


6.00E-46 


1 


DNA sequence from clone RP1 1-204H22 on 














rhrnmnQnmiSi 90 P 


118H5 


400/ 


RA Q/f 
0 lo4 


AL133392 


1.00E-38 


2 


DNA sequence from clone CITF22-45C1 on 


4UAo 


96202 
97177 


96785 
97568 


Al AlllAAO 
AL1O041^ 

A 1 A *30A A O 

AL1oo41Z 


0 


3 


HMA com lonrQ fmm ol/>na DDi i_1 Q i AC nn 

uimm sequence Trom cione r\r i i-ioimo on 
chromosome 9q22.1 




28668 
51083 


29037 
51210 


AL1oo4lO 


3.00E-34 


4 


uimm sequence irom cione rsr* i i-j<£4In 14 on 
cnromosome iu. u 




54866 


55153 


AL loD/Oo 


1.00E-154 


1 


uiMn sequence irom cione rvro-oz/ro on 
chromosome Xq25-27 


515C12 


72222 


72601 


AL135818 


1.00E-146 2 


chromosome 14 DNA sequence BAC C- 














95471 9A nf lihron/ Pal 

Z04/LZ4 or HDrary uai 


109A9 


53171 


53447 


AL1 36320 


1.00E-137 


1 


DNA sequence from clone RP3-323N1 on 

CmIOI IlUbUI lie 'I U. OOll 


476H10 


127150 127680 


AL137017 


0 


1 


DNA sequence from clone RP1 1-120J1 on 














cnromosorne y L»oni 




122511 


122837 


ALT o / 1 UU 


1.00E-117 


1 


nkrnmn^/MMA A A HM A earn ifln^a DAP D 

cnromosome 14 uima sequence dml* rv- 

1(1AI\/119 nf lihrsaru PPPI 


55G3 


38923 
42456 


39058 
42686 


AL137142 
AL137142 


7.00E-44 


2 


DNA sequence from clone RP1 1-173P16 on 

^hrnmnonmQ 1 *5n *l 9 

oiii ui uubuiiie ioqiz 




24290 


24402 


Al 4T7AAA 
ALT Of 144 


9.00E-42 


1 


HMA nnni innAn frr\rr\ rlnno DD1 "1 O *1 OCOQ An 

uima sequence worn cione r\r i i-z lutzo on 
chromosome 13q31 


14Ury 


27354 


27715 


Al *t0770.Q 

ALIO/ /yo 


8.00E-82 


1 


uimm sequence irom cione r\rO" i \0£j\ 14 on 
cnromosome i uon 


Of Aic 


134590 134750 


ALlo/OUU 


3.00E-69 


1 


uimm sequence tiui 11 cione r\r i- i^ro/ on 














cnromosome iq^o. i- 


490UZ 


734 


1052 


AL100M4 


1.Q0E-157 


1 


PiM A eani lanra frnm rlnno DD1 A —A1A 17 rtn 

uimm sequence irom cione r\r* i i-izu/ on 
chromosome 13q32. 


4boby 


1911 


2509 


Al 10Q747 
ALlOO/ I / 


9.00E-70 


1 


uimm sequence irom cione rcr ■ ■ — ■ iuo on 
cnromosome o oonia 


iy4ry 


46595 


46814 


Al 4 0Q7CC 
ALIOO/OO 


6.00E-94 


1 


uima sequence irom cione rvr i i-4oivi i / on 
cnromosome »p^**. 1 


483D12 


80220 


80755 


AL138776 


1.00E-157 1 


DNA sequence from clone RP1 1-20H6 on 














cnromosome iqzo. i - 


4D4oy 


14032 


14659 


ai <ioon9n 
al loyuzu 


0 


1 


nhmmnenma A A r^KIA earn lonAfi RAP R_ 

cnromosome 14 uima sequence dau r\- 














1 RAMI ^ of lihrarv PPPI 
lOHn io oi uurdiy r\rv/i 


oybi 


34476 


34936 


al ioyz/4 


0 


1 


uimm sequence irom cione r\r i i-o^oi^ on 
cnromosome o, com 


129D3 


65447 


65661 


AL1 39289 


1.0QE-107 2 


DNA sequence from clone RP1-92014 on 














\sl II \Jl 1 IU9UI 1 lw 1 JJJJ <Jt 




66950 


67158 


AL1 39289 








464C2 


55616 


56289 


AL1 39328 


0 


1 


DNA sequence from clone RP11-84N7 on 
chromosome 13. Con 


57H10 


155342 155810 


AL1 39330 


0 


2 


DNA sequence from clone RP11-266C7 on 














chromosome 6q25.2 


470G6 


44695 


44978 


AL139399 


1.00E-130 1 


DNA sequence from clone RP1 1-574A21 on 














chromosome Xq21. 


476F5 


42969 


43159 


AL1 39801 


5.00E-98 


1 


DNA sequence from clone RP11-247M1 on 
chromosome 13, co 
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107G11 


139776 140378 


AL1 57402 


0 2 


172B12 


136072 136492 


AL15776B 


1.00E-155 1 


149A11 


438 663 


AL1 57776 


100E-123 1 


165E7 


66361 67034 


AL157789 


0 1 


192B3 


51907 52253 


AL1 57938 


1.00E-176 1 


50A11 


5753 5886 


AL158136 


1.00E-59 1 


472F9 


84638 85232 


AL158159 


0 1 


462G12 


132520 132708 


AL160155 


2.00E-95 1 


117H6 


1976 2518 


AL160233 


0 1 


460B9 


207 739 


AL160408 


1.00E-104 2 


467F10 


2023 2537 
8461 8829 


AL160408 
AL161627 


1.00E-122 1 


469A10 


81966 82313 


AL161781 


1.00E-175 1 


598H2 


222231 222679 


AL162151 


0 1 


466C5 


147064 147687 


AL162578 


0 1 


467C9 


216403 216544 


AL1 63303 


3.00E-38 1 


462H9 


63385 63502 


AL1 63853 


6.00E-59 1 


464A10 
99E10 


63421 63807 
6789 7153 


AL353744 
AL353804 


2.00E-55 1 
0 1 


477D10 


49708 50171 


AL354716 


4.00E-96 1 


518F10 


3379 3602 


AL354891 


2.00E-94 1 


464D8 


122494 122702 


AL354977 


1.00E^87 2 


459H6 


109525 109864 


AL355520 


1.00E-179 1 


196C8 


21603 21783 


AL355615 


7.00E-96 2 


110B8 


11907 12312 


AL355797 


1.00E-145 1 


180B2 


142517 142726 


AL355871 


1.00E-72 1 


464H5 


50106 50463 


AL356276 


0 2 


105H4 


32156 32236 


AL356379 


Z00E-27 2 



32440 32804 AL356379 



DNA sequence from clone RP11-553K8 on 
chromosome 1q31.2 

DNA sequence from clone RP1 1-481 A22 on 
chromosome 13 Co 

DNA sequence from clone RP11-68J15 on 

chromosome 6, com 

chromosome 14 DNA sequence BAC R- 

880O3 of library RPCI- 

DNA sequence from clone RP11-544A12 on 

chromosome 9q34. 

DNA sequence from clone RP1-44N23 on 
chromosome 6 Conta 
DNA sequence from clone RP11-498N2 on 
chromosome 9, com 

DNA sequence from clone RP1 1-461 N23 on 
chromosome 13, c 

chromosome 14 DNA sequence BAC C- 
2373J1 9 of library Cal 
DNA sequence from clone RP4-781K5 on 
chromosome 1q42.i- 

DNA sequence from clone RP11-287A8 on 
chromosome 9, com 

DNA sequence from clone RP11-297B17 on 
chromosome 9, co 

chromosome 14 DNA sequence *** IN 
PROGRESS*** BAC C-31 
DNA sequence from clone RP11-2J18 on 
chromosome 6, comp 

chromosome 21 segment HS21C103 Length 
= 340000 

chromosome 14 DNA sequence BAC R- 
248B10 of library RPCI 
clone RP13-100-A9 on chromosome X 
DNA sequence from clone RP13-216E22 on 
chromosome Xq13. 

DNA sequence from clone RP11-86F4 on 
chromosome 6, comp 
DNA sequence from clone RP1 1-4417 on 
chromosome 13, com 

DNA sequence from clone RP11-509J21 on 
chromosome 9, co 

DNA sequence from clone RP4-595C2 on 

chromosome 1q24.1- 

DNA sequence from clone RP11-33E24 on 

chromosome 6, com 

DNA sequence from clone RP1-9E2 on 

chromosome 6 t comple 

DNA sequence from clone RP11-47K1 1 on 

chromosome 1, com 

DNA sequence from clone RP11-367J7 on 
chromosome 1. Con 

DNA sequence from clone RP1-63P18 on 
chromosome 1. Cont 
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113H1 


22550 22837 


AL3564B1 


1.00E-160 1 


170F7 


43449 46855 


AL357374 


0 1 


522D3 


113148 113424 


AL360182 


1.00E-127 1 


36E9 


38157 38346 


AL390196 


4.00E-47 9 


587E3 


15704 16062 


AL442128 


1.00E-173 2 


468E8 


52779 53344 


AL445201 


1.00E-123 1 


39G11 


106047 106169 


AL445687 


2 00F-26 1 


101F1 


1538 1656 


AL449244 


5.00E-44 2 




1676 2096 


AL449244 




466D1 


56761 56929 


AL450344 


5.00E-85 1 


142E9 


116227 116568 


AL590763 


0 8 




116669 117358 


AL590763 






154792 155165 


AL590763 




459E9 


26826 26890 


AP000471 


2.00E-27 1 


472C1 


95646 96035 


AP000501 


1.00E-101 1 


464A7 


7930 8285 


AP000526 


1.00E-178 1 


165E11 


643 1244 


AP000554 


1.00E-147 2 


72D8 


27091 27486 


AP000555 


0 1 


470B4 


15634 15703 


AP001429 


5 00E-28 1 


59E12 


59103 59520 

WW \ \J\J WWWCaV 


AP001 574 

I VI \J\J I kJ § "t 


1 OOE-144 2 




60671 61189 


AP001574 




138G5 


313261 313931 


AP001693 


1.00E-31 27 




315877 315967 


AP001693 






319062 319564 


AP001693 






319957 320293 


AP001693 






320563 321212 


AP001693 






328757 329184 


AP001693 




158G11 


107888 108375 


AP001721 


0 1 


462F9 


330129 330645 


AP001728 


1.00E-133 1 


479A12 


74529 74902 


AP002907 


100E-141 1 


470B2 


123506 123689 


AP003117 


4.00E-72 2 


46D1 


79174 79657 


AP003471 


1.00E-164 2 




83490 84099 


AP003471 




496C4 


745790 746197 


NT_004406 0 1 



DNA sequence from clone RP1 1-216B9 on 
chromosome 9, com 

DNA sequence from clone RP11-353C18 on 
chromosome 20 Co 

DNA sequence from clone RP11-549L6 on 
chromosome 10, co 
clone RP11-60E24 on chromosome 6 
DNA sequence from clone RP11-365P13 on 
chromosome 13, c 

DNA sequence from clone RP11-358L16 on 
chromosome 10, c 

clone RP11-567B20 on chromosome 1 
Novel human gene mapping to chomosome 
22 Length = 2315 

DNA sequence from clone RP11-136K14 on 
chromosome 6 Con 

chromosome X sequence from 6 PACs 1 
BAC and 1 cosmid, r 



genomic DNA, chromosome 21q22.3, 

clone:B2308H15 Length 

genomic DNA, chromosome 8p11.2, 

clone:91h23to9-41 Len 

genomic DNA, chromosome 22q1 1.2, Cat 

Eye Syndrome regio 

genomic DNA, chromosome 22q1 1 .2, 

BCRL2 region, clone:KB 

genomic DNA, chromosome 22q1 1.2, 

BCRL2 region, clone:KB 

genomic DNA, chromosome 21q22.2, 

clone:T1212, LB7T-ERG 

genomic DNA, chromosome 8q23, clone: 

KB1991G8Lengtti = 

genomic DNA, chromosome 21 q f section 
37/105 Length = 34 



genomic DNA, chromosome 21q, section 
65/105 Length = 34 

genomic DNA, chromosome 21q, section 
72/105 Length = 34 

genomic DNA, chromosome 8q23, clone: 
KB431C1 Length = 9 
genomic DNA, chromosome 8q23, clone: 
KB1958F4 Length = 

genomic DNA, chromosome 8q23, clone: 
KB1552D7 Length = 

chromosome 1 working draft sequence 
segment 
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468E10 2015 2118 NT_0044522.00E-32 2 

479H12 394087 394676 NT 0044800 1 

472G2 268543 268642 NTJ)045253.00E-42 1 

477D9 231154 231469 NT_004531 1.00E-177 1 

460F7 786014 786511 NTJ)046230 1 

171 F11 1E+06 1036701 NT_0046581.00E-26 1 

184H1/ 2E+06 1770512 NTJ)046980 4 

2E+06 1822054 NT_004698 
2E+06 1832854 NT_004698 
514H9 289858 289941 NT 0047051.00E-29 1 

463G1 175158 175615 NT 0047250 1 

466C9 543567 544240 NT_0047530 1 

496D7 2E+06 1515549 NT_0047540 1 

583G8 733247 733667 NT_0Q4771 1.00E-128 1 

124D2 107397 107739 NT 0049161.00E-178 1 

479A8 285973 286345 NT 0051301.00E-165 1 

165F7 1E+06 1435537 NT_005151 L00E-1 25 1 

465F7 773772 774502 NT.0051660 2 

73A3 80919 81448 NT_005182 0 2 

81502 81742 NTJ505182 
124G7 2E+06 1859389 NT_005204 100E-180 1 

479G6 552674 553005 NT.0052291.00E-141 5 

1 E+06 1 1 22605 NT _005229 
194C2 481052 481444 NT_0052301.00E-101 1 

159F11 795978 796616 NT.0052750 1 

472B1 1013 1410 NT_0053110 1 

470G7 375182 375594 NT0Q53990 1 

100C3 803712 804094 NT_0054200 2 

970577 971108 NTJ)05420 
98H4 2E+06 1829143 NTJ)054230 1 
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chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 



chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 
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105A10 1E+06 1144092 NT 

465C3 13444 13890 NT 

112E5 3169 3793 NT 

111H6 146878 146999 NT. 

467G7 198880 199329 NT. 

182F12 140059 140193 NT, 

140754 141039 NT 

112B5 137689 138300 NT. 

64B3 55213 55793 NT 

465E12 866776 867258 NT^ 

1E+06 1021292 NT 

470D5 1E+06 1395364 NT. 

• 2E+06 1749621 NT 

479G2 294179 294607 NT. 

112E1 392884 393490 NT. 

466H5 339511 340153 NT. 

189A8 22414 22869 NT. 

45H8 1E+06 1012040 NT. 

104D1 282259 282753 NT_ 

459G8 367701 368248 NT 

480E11 486179 486804 NT 

115G2 4E+06 3514655 NT 

479G3 71744 72258 NT 

461 H11 378023 378482 NT 

462F11 80360 81081 NT 

463A5 2E+06 1609976 NT 

464C5 190095 190533 NT 

109H9 89260 89769 NT 

137B5 2E+06 1613357 NT 



005435 1.00E-1 67 2 
005471 0 1 
0054850 1 
.005499 2.G0E-55 1 
.0055050 1 
.005516 100E-144 3 
005516 

0055290 4 
0055350 1 
0057690 2 
005769 

.005795 1.00E-147 3 

005795 
0059100 

.0059730 

0059850 

.005991 1.Q0E-1 10 
.006098 1.00E-1 13 
_0061020 
.0061110 
.0061140 
.006204 1.00E-177 
.0062580 
.0063970 
.0064100 
.006489 1.00E-1 38 
0066110 2 
0069460 3 
.006951 1.00E-86 4 



chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 
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73H4 992358 992685 NTJ)072880 1 

174H6 431672 432054 NT_0073080 1 

124C8 282413 283138 NT 007951 0 1 

174G11 829762 830370 NTJ)079720 1 

471H11 613132 613314 NT_007978 9.00E-96 1 

471 G8 189279 189630 NT.G08012 1.00E-147 1 

67C5 287017 287563 NTJ)08Q370 2 

479H4 90555 90944 NT_008047 1.00E-174 1 

100D7 64180 64371 NT_008050 1.00E-134 6 

331150 331412 fsfTJ)08Q50 

45B9 479878 460193 NT_0080601.00E-165 12 

489788 490607 NT_008Q60 

169F11 291836 292284 NTJ)08Q81 0 1 

468H11 106661 106897 NT_0081281.00E-121 2 

110374 110691 NT 008128 

470H6 520107 520754 NT_0081390 1 

471 F9 392744 393279 NT_0081570 1 

469G8 433686 434156 NTJ)083380 1 

193E6 1E+06 1228306 NT_008445 6.00E-56 1 

480D2 90407 90990 NT_0084840 1 

58G4 1E+06 1055972 NT_00851 31. 00E-1 39 1 

490F10 669853 669980 NT 0086535.00E-39 2 

743459 744217 NTJ)08653 

463B3 1E+05 1369815 NTJ)08682 0 1 

116E10 1E+06 1462064 NT.0087690 5 

2E+06 2026887 NT_008769 
2E+06 2027460 NT.008769 
2E+06 2028265 NT_008769 

190A9 806672 807345 NT_008774 0 4 

473B7 75339 75524 NT_008783 4.00E-72 2 

75869 76181 NTJ)08783 

490A11 484304 484753 NT_008921 0 1 



chromosome 6 working draft sequence 
segment 

chromosome 6 working draft sequence 
segment 

chromosome 7 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 



chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 
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585E10 

458B9 

471 F4 

478H7 

109F10 

117F1 

467B6 
158H6 
471 C2 
182G2 

462B12 

458A3 

470D7 

525F3 

186E8 

465G2 

476C1 

476G8 

588E4 

479H5 

178C10 

192C9 

119F12 

67G10 

98C1 

458G10 

459D1 



328767 329151 NT 0089780 1 

955258 955846 NT0090730 1 

288811 289312 NT_0091070 1 

1E+06 1255050 NT 0091 841. 00E-92 1 

1E-H36 1136705 NT.009314 1.00E-171 1 

401530 402043 NT_0093340 2 

2E+06 1600694 NT 009334 

3E+06 3011938 NT_0093385.00E-93 2 

351515 351940 NT_0094380 2 

977560 977791 NT_009452 1.00E-127 1 

21455 21913 NT.0094580 3 



167133 167630 NT_009458 
518389 518876 NT 0094640 



2E+06 1890445- NT_0094710 
9540 10050 NT 0095400 
163261 163590 NT_009616100E-125 1 
2E+06 1502030 NT_Q097140 1 
2E+06 1787964 NT_009759 100E-1 30 2 
321714 322118 NTJX)9763 1.00E-170 1 
2E+06 1609230 NT 0097706.00E-26 1 
1E+06 1136791 NTJ)100361.00E-134 1 
2E+06 2151529 NT_0100620 1 
6E+06 6026576 IMT_01 01 130 1 
5E+06 5344032 NTJ31 01 940 1 
3E+06 2680702 NT_0102041.00E-128 1 
•112609 112890 NTJ)102221.00E-132 2 
6684 7232 NTJ)102370' 1 
478693 479052 NT_0102531.00E-120 1 
2E+06 2123962 NT_0102890 1 



chromosome 11 working draft sequence 
segment 

chromosome 11 working draft sequence 
segment 

chromosome 1 1 working draft sequence 
segment 

chromosome 11 working draft sequence 
segment 

chromosome 11 working draft sequence 
segment 

chromosome 1 1 working draft sequence 
segment 

chromosome 11 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 14 working draft sequence 
segment 

chromosome 14 working draft sequence 
segment 

chromosome 14 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 
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110G1 303146 303706 NT_01Q3080 1 

73A4 758542 758734 NT_0103106.00E-42 1 

470F5 495497 496038 NT_01 03600 1 

469B6 1E+06 1095404 NTJ3104191.00E-123 1 

479E10 468259 468674 NTJ)104320 1 

100F5 177425 177795 NT_0105051.00E-169 1 

462C5 22345 22727 NT_0105230 1 

71 H3 125549 125838 NT_0105305.00E-77 1 

161E8 1E+06 1067677 NT 010641 1.00E-123 1 

464D9 120516 121079 NT_0106570 1 

114G3 385825 386329 NT_0106721.00E-152 3 

387069 387398 NT_010672 

424808 425286 NT_010672 

459E6 262663 263161 NT_0107570 

134H3 583781 583868 NT_0107997.00E-32 

467E5 1E+06 1376833 NT_01 08080 

462A11 436300 437040 NTJ3108160 

460C2 168998 169554 NT_0108330 

467A8 480458 480865 NT_01 09860 

480F8 137902 138430 NTJ)110290 

470F8 472324 472740 NT_0111410 

100E3 445588 445677 NT_0111452.00E-37 

■ 445757 446041 NTJ)11145 

104A12 169627 169811 NT_0112402.00E-99 

69B10 358921 359000 NT_0112456.00E-37 

465C7 243467 243788 NT_01 12690 

464E7 1E+06 1182829 NT_0115971.00E-107 

61A11 67055 67582 NT01 17240 

140G10 761394 761693 NTJ3158051.00E-138 3 

761753 762151 NT 015805 



chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 



chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 18 working draft sequence 
segment 

chromosome 18 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome X working draft sequence 
segment 

chromosome X working draft sequence 
segment 

chromosome 2 worfcing draft sequence 
segment 
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486C4 503899 504524 NTJ>1 63540 2 

480G4 260275 260648 NTJD163550 1 

461 G8 276786 277233 NT 01 65930 1 

118D9 413201 413343 NT.0169687.00E-46 1 

68C9 2E+06 2193260 NT_0175681.00E-169 1 

470E5 526603 527148 NT 0175821.00E-131 2 

127H8 248872 249411 NTJ)1 93900 1 

47G6 204946 205445 NTJ)1 94470 1 

467E8 210239 210638 NT.0218891.00E-170 1 

480C6 210001 210545 NTJ)218970 1 

69H11 94439 94993 NT_0219031.00E-104 1 

107D7 466791 467280 NT_0219180 1 

471 E11 418049 418124 NTJ)219678.00E-32 1 

468F11 370984 371480 NT_0221030 1 

464H12 1E+06 1024449 NT_022171 1.00E-155 1 

462B11 242113 242753 NT_0221740 1 

196D7 65778 66218 NT_0223150 5 

66514 66886 NTJ322315 

100E10 148157 148338 NTJ3223584.00E-95 1 

142F9 193054 193433 NT.0224570 6 

240726 241196 NT_022457 

286545 287198 NTJ)22457 

595A12 40034 40650 NT_0224880 2 

75A2 24792 25256 NT_0225551.00Er133 1 

468G12 276616 277068 NT_022751 0 1 

471 F6 403620 404200 NT 0227656.00E-89 1 

463H12 197991 198185 NTJ3227952.00E-88 1 

473E4 408745 409322 NT_022840 1.00E-123 2 

461C8 544633 545127 NT_0228440 1 



chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 6 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 7 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 



chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 
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470G10 

480F3 

176G2 

71 F2 

459F2 

124F9 

111H9 

460D12 

129D7 

183G2 

478G6 

163E7 

472G12 

466B7 

459D2 

468B10 

175D1 

472D7 

476G3 

138B6 

466A4 

583D6 

468F10 

461 D9 

520A8 
128F5 
467B11 



148269 148781 NT 0228550 1 

471820 472173 NT_023178 1.00E-138 1 

98388 98683 NT 023529 1.00E-153 1 

62180 62604 NT_0236540 1 

324390 324869 NT 0236600 1 

275971 276413 NT_0236660 1 

388593 389283 NT_0236760 1 

527418 527528 NTJ)23703 3.00E-43 1 

104058 104672 NT_023833 1.00E-170 1 

183398 183840 NT 023923 1.00E-112 1 

41677 41996 NT_023945 1.00E-137 1 
1E+06 1455953 NT 0239591.00E-1 26 1 

21182 21574 NT_0240160 1 

471195 471690 NT 0240401.00E-138 1 

315088 315482 NT 024091 0 1 

791272 792086 NT.024101 0 2 

270651 271264 NT_0241150 2 

16139 16549 NT_0242230 1 

71426 71803 NT_024498 1.00E-144 1 

2E+06 1638986 NT_0246800 2 

308514 309137 NT_024767 0 1 

551386 551654 NT_024781 1.00E-133 1 

91355 92043 NT_0248151.00E-132 2 

406470 406916 NT 0248970 2 



440400 440720 NT_024897 
168514 168868 NT_0249970 



1 



113027 113221 NT_025378 6.00E-82 1 
519341 519633 NT.0256351.00E-113 1 



chromosome 4 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 7 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 1 1 working draft sequence 
segment 

chromosome 13 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 18 working draft sequence 
segment 

chromosome X working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 
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464E11 


8932 


9161 


NT_0256571.G0E-126 


1 


chromosome 2 working draft sequence 














sea merit 


188C1 


1E+06 


1221531 NTJ)25823 4.00E-72 


1 


chromosome 10 working draft sequence 














segment 


468B2 


156035 156630 


NTJ)259001.00E-150 2 


chromosome 16 workina draft seauence 














spament 


470F3 


427484 428029 


NT0263790 


2 


chromosome 10 working draft sequence 














cpnmpnt 


36G1 


483362 484059 


NT_0264430 


1 


chromosome 15 working draft sequence 
















466B5 




on/ion 


NT 0264551.00E-123 1 


chromosome 16 working draft sequence 














conmont 

oeymciii 


105A8 


CHOI 






6.00E-34 


1 


ribosomal protein S24 (rps24) gene, 

UUIIiplclc uua LcliyUI 


175D10 


To Toy 




1 MQC7-1 

LIlOu/ 1 


8.00E-45 


2 


Stat2 gene, complete cds Length = 18648 


i iurs7 


68889 


69093 


U85199 


6.00E-69 


1 


OAusJO, UUillUlclC OCLjUCI IUC LCI ly 11 1 — 

105232 


598F3 


22246 


22656 




0 


1 
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UI II Ul I IU9UI I IC I U Dn\/ UIUI IC V/l 1 SOI O l\ A 


471 R1 


1 
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Z56926 


9.00E-54 


1 


Pnfi icIanH DMA npnnmin Mcp1 franmpnt 
v^o loidi iu uiva yciiuuiiu ivioc i ii ay 1 1 ici il, 

clone 153c6, forw 


516D5 


1 


143 


7ftOvlOO 


4.00E-53 


1 


f^nf5 idnnH DMA npnnmif* Mqp1 franmpnt 

V/UV3 IOICU IU UMNrA yCl IUJ 1 IIU IV IOC 1 II ay 1 1 ICI 11, 

clone 69a1, forwa 


i u i u i i 


81 


292 


7P'3fino 

£.DOuUo 


1.00E-104 


1 


r^nf^ inland DMA npnnmir Mqp1 franmpnt 
lotdi iu l/in/a yci ium uu ivioc i 1 1 ay 1 1 ici Ji f 

clone 87h3, forwa 


HO I U^t 


12379 


12686 


Z69304 


1.00E-101 


1 


L/INrV OCV{UCl lUC II Ul II l/Uol IIIU VJl 1 \DI , 

between markers DXS366 


461 G6 

*tu 1 VJU 


23967 


24497 


Z69715 


1.00E-173 2 


DMA ^pnnpnnp frnm rlnnp 1 1 OOt^ClCW-TdCnT 

1^1 M/ \ OCCjUCI IUC IIUIIIU1UIIC ULX4lvwUJ f *rVJ 1 














nn phrnmnonmo 00 

Ul 1 Ul II Ul 1 IU9UI 1 iC 




15468 


15659 


Z77852 


3.00E-70 


1 


UINn OCLjUCl IUC IIUIII UUdllllU LUwA^ Ul 1 

chromosome 3p21.3 con 


459B2 


26193 


26772 


Z82248 


0 


2 


DNA sequence from clone LL22NC03-44A4 

on fhrnmncnmo 00 
VJl 1 Ul 11 Ul 1 luaui i IC £-£. 




49480 


49615 


Z83847 


6.00E-50 


1 


DK1A QPnnpnnp frnm Hnnp R P*%-AQRC\0r\ nn 

LJIN/~\ OCUjUCI IUC IIUIII UIUI IC nro^tauwtU UN 

rhrnmncnmp 00 f^nn 

Ul II Ul 1 IU9UI 1 IC C£- wUI 1 




4705 


5229 


Z83851 


0 


1 


uinm Qc^uciiuc injHi uiunc SOsn 1 i un 

chromosome 22q13.1-13 


517H5 


.128852 129155 


Z85986 


1.00E-156 1 


DNA sequence from clone 108K1 1 on 














chromosome 6p21 Conta 


114C1 


15995 
77940 


16486 
78185 


Z93016 
Z93016 


1.00E-121 


3 


DNA sequence from clone RP1-211D12 on 
chromosome 20q12- 


118A8 


117801 118272 


Z97989 


0 


2 


DNA sequence from PAC 66H14 on 














chromosome 6q21-22. Cont 




132708 132773 


Z97989 
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Table 3C: Table of novel human nucleotide sequences compared to assembled human sequences, 
depicting putative exon-intron structure 



Clone Accession Exon 
1 1 1 Clone 
| ! jstarl [Stop 


I Genome 
[start 


I Stop 


Exon 

[Clone IGenome 
|Stert|Stop|start 


| Stop 


Exon 

J Clone IGenome 
|Start|Stop|start 


| Stop 


Exon 
(Clone 
||Start|$top 


IGenome 
| Start 


| Stop 


47D11 NTJJ08D60 90 


407 


480193 


479876 


406 


586 


478843 


478662 


















53G7 NTJ)08050 4 


204 


478642 


478842 


204 


459 


479917 


480171 


















6ZC9 NTJJ15169 29 


224 


220269 


220464 


321 


384 


220540 


220603 


449 


518 


220668 


220737 


517 


774 


220958 


221215 


62G9 NTJJ06328 1 


145 


566357 


566213 


144 


219 


565724 


565649 


217 


315 


563987 


563889 


315 


418 


563775 


563672 


65B1 NT 006098 243 


454 


2418134 


2418345 


303 


462 


2421648 


2421807 


















65D10 NT_025892 218 


401 


369301 


369483 


404 


541 


370290 


370427 


















65D11 NTJ>25892 98 


241 


367311 


367453 


240 


425 


369301 


369486 


423 


562 


370288 


370427 


561 


690 


376519 


376648 


B5D12 NT 025892 98 


219 


367333 


367453 


218 


399 


369301 


369483 


402 


541 


370290 


370427 










72D4 NT_008060 1 


198 


478646 


478843' 


197 


489 


479876 


480168 


491 


585 


489271 


489365 










73A7 NT_008060 1 


197 


478648 


478842 


197 


538 


479917 


480259 


















75B12 NT_0 10265 1 


171 


309301 


309471 


169 


267 


315278 


315376 


264 


441 


316976 


317153 


440 


588 


317239 


317387 


cont'd NT 010265 587 


658 


319041 


319112 


























100B5 NT_006098 16 


142 


556012 


556138 


143 


336* 


560579 


560772 


331 


416 


561268 


561353 










105B11 NTJ)22315 2 


226 


66662 


66886 


429 


491 


89124 


89186 


















170F9 NT 010194 4 


324 


6405088 


6405388 


323 


485 


6407884 


6408008 


















144F5 NT 011596 1 


280 


125097 


124818 


345 


491 


120524 


120378 


279 


347 


123833 


123765 


490 


559 


118B16 


118747 


168H7 NTJJ09729 59 


130 


537939 


537868 


127 


281 


537177 


537023 


282 


362 


529971 


529891 


363 


581 


495632 


495414 


cont'd NT 009729 579 


672 


491513 


491419 


























171A10 NTJJ09151 2 


244 


6556227 


6556469 


245 


396 


6556693 


6556846 


















98E1 NT 006098 12 


138 


556012 


556138 


139 


328 


560579 


560768 


330 


506 


561271 


561447 










134B4 NT~011512 3 


251 


12517461 


12517709 


252 


338 


12519881 


12519987 


336 


448 


12523936 12524048 










172E5 NT 009935 5 


449 


1427508 


1427952 


448 


551 


1434457 


1434560 


















176F12 NT 011520 48 


309 


6163505 


6163768 


308 


409 


6163866 


6163967 


















51B9 NT 021980 75 


578 


120596 


121099 


3 


79 


120203 


120279 


















51B12 NT 007140 1 


65 


309298 


309214 


79 


609 


300215 


299684 


















191F6 NT 010194 7 


330 


6405063 


6405386 


329 


473 


6407664 


6408003 


















459F10 NT.008982 1 


121 


92783 


92903 


116 


314 


93005 


93202 


















461 H1 2 NT 023539 19 


94 


332693 


332768 


92 


168 


334220 


334294 


164 


298 


334438 


334572 


300 


470 


335340 


335510 


463C3 NTJH0478 1 


186 


1307774 


1307960 


183 


314 


1308993 


1309124 


315 


429 


1309210 


1309324 


427 


559 


1309492 1309625 


465B3 NT 010222 41 


227 


700808 


700992 


227 


414 


701556 


701743 


















513G4 NT 005130 1 


134 


384702 


384569 


133 


204 


383722 


383651 


202 


281 


378695 


378616 


287 


346 


299815 


299558 


51SE10 NT~023563 1 


169 


9743 


9575 


169 


309 


8111 


7971 


















46SB10NT 006292 1 


331 


936306 


935977 


244 


745 


935875 


935374 


















466F9 NT 024872 17 


186 


64694 


64525 


184 


295 


61751 


61640 


294 


626 


59515 


59185 










121 B6 NTJJ23169 2 


98 


183171 


183075 . 


258 


455 


16497B 


164779 


460 


576 


163071 


162955 










462D1 NT 023923 139 


298 


191231 


191072 


297 


528 


190168 


189937 


















64G9 NT 025692 68 


210 


367311 


367453 


209 


394 


389301 


369486 


392 


631 


370288 


370427 










467C6 NT 010101 1 


73 


1265999 


1266071 


218 


330 


1295695 


1295807 


330 


468 


1315073 


1315211 


467 


547 


1315798 1315878 


cont'd NT_010101 546 


687 


1334907 


1335047 


























467G9 NT 011157 69 


142 


917117 


917044 


142 


253 


916090 


915979 


















476G4 NT_007592 58 


121 


2382380 


2382443 


120 


362 


2382598 


2382840 


















477E1 NT 008680 1 


116 


1185208 


1185323 


116 


472 


1186107 


1186462 


















477A11 NT_006292 1 


325 


936300 


935977 


238 


851 


935875 


935262 


















480A3 NT 010478 1 


99 


2220394 


2220492 


181 


525 


2221546 


2221890 


















518H1 NT 005337 1 


73 


2383056 


2383128 


125 


229 


2386650 


2386754 


227 


366 


2393104 


2393243 










519A9 NT 016632 64 


193 


172305 


172434 


191 


279 


176990 


177078 


















521 F2 NTJJ23563 3 


107 


7651 


7756 


110 


254 


7968 


8111 


















597A4 NT_023563 1 


109 


7647 


7755 


109 


256 


7964 


8111 


256 


452 


9575 


9771 










491G11 NTJ)10265 1 


127 


284740 


284866 


123 


242 


288529 


288648 


















494B11 NT 007343 25 


246 


3168142 


3167921 


244 


334 


3162477 


3162387 


















479A1 NT 015169 1 


109 


293941 


293833 


112 


217 


289082 


288977 


218 


338 


285931 


285811 
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Table 4: Patient groups and diagnostic gene sets. 

Group A represents a patient group with a disease characteristic of interest. This 
characteristic either exists at the time of the leukocyte expression profile or develops 
subsequently as noted in the second column. Leukocyte expression profiles from 
patient in Group A are compared to those from patients in Group B (control subjects). 
Genes with expression characteristics in leukocytes that distinguish groups A and B 
form diagnostic gene sets for the condition. 



Group A 


Group A 


Group B 


Gene Set 




Event 






Atherosclerosis 


At time of 
profile 


No 

atherosclerosis 


Diagnostic of disease 


Restenosis 


Subseauent 
to profile 


No restenosis 


Predictive of disease 
occurance 


Myocardial 
infarction 


Subsequent 
to profile 


No myocardial 
infarction 


Predictive of disease 
complications 


Death from 
conpesrive heart 
failure 


Subsequent 
to rvrofile 


No death, 
congestive heart 

failure 


Prognostic for 

1m own Hiseacp 

XVJ.lv/VV.Ll V4JLOl>ClOw 


Transplant 

allograft 

rejection 


Subsequent 
to profile 


Transplant | 
allograft, no 
rejection 


Risk stratification for 
disease 


/^T-l W rponnn civ** 

to beta blocker 
(improved 

eiertion 

fraction) 


to profile 


unresponsive to 
beta blocker 


JT iCUlwUlVC Ui UlUg 

responsiveness 


Improvement in 
angina after 
smoking 
cessation 


At time of 
profile 


No 

improvement in 
angina after 
smoking 
cessation 


Assessment of 
efficacy of non- 
pharmacologic 
therapy 


Improvement in 
angina after 
pro-angiogenic 
drug therapy 


At time of 
profile 


No 

improvement in 
angina after 
pro-angiogenic 
drug therapy 


Assessment of 
efficacy of 
pharmacologic 
therapy 


Positive results 
(atherosclerosis) 
at angiography 


Subsequent 
to profile 


Negative results 
(atherosclerosis) 
at angiography 


Assessment of 
selection for ftirther 
diagnostic testing 


Active systemic 
lupus 

erythematosis 
(SLE) 


At time of 
profile 


Inactive SLE 


Diagnosis of disease 
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Group A 


Group A 


Group B 


Gene Set 




Mil VCU L 






Development of 
cardiac anogran 
vasculopathy 


Subsequent 
to pro rue 


No 

ucveiopmciit oi 
cardiac allograft 
vasculopathy 


Predictive of disease 


r dUCIlLa ax 11ZHC 

of angioplasty 




presenting later 
with restenosis 


Tflpntifipjitinn r\f - 

1U.CIIL1 JLLL/dLlUil Ul 

pathway 
genes/targets 


Endothelial 
Dysfunction 


At time of 
jprofile 


No endothelial 
dysfunction 


Diagnosis, disease 
monitoring 


Unstable angina 


At time of 
profile 


Atheroscleosis 
without 

unstable angina 


Diagnosis of disease 
complication 
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Database 


Version 


Description 


Location of file 


Threshold of 

Significance 

Used 


nr 


Release 
123.0 


GenBank+EMBL+DDBJ+P 
DB sequences (but no EST, 
STS, GSS,orHTGS 
sequences). No longer "non- 
redundant". 


ftpr/ncbi nlm nih gov/ 
blast/ntZ 


Expect value 
(e)<10 25 


dbEST 


04/10/01 


Non-redundant Database of 
GenBank+EMBL+ DDBJ 
EST Division 


fip:/ncbi.nlm.nih.gov/ 
blast/est_human.Z 


Expect value 
(e)<10' 25 


UniGene_unique 


Build 132 


One sequence selected from 
each UmGene cluster (the 
one with the longest region of 
high-quality sequence data). 


ftp:/ncbi.nlm.nih.gov/ 

pub/shuler/unigene/ 

Hs.seq.uniq.Z 


Expect value 
(e)<10 _25 


Human Genome 


Build 22 


Sequence data of all contigs 
used to assemble the human 
genome 


ftp:/ncbi.nhn.nih.gov/ 

genomes/H_sapiens/ 

CHR_#/hs_chr#.fa.gz 


Expect value 
(e)<10" 25 
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Table 6: Algorithms used for exon and polypeptide prediction 



Algorithm 


Description 


Web address 


Genscan 


Predicts the locations and exon-intron 
structures of genes in genomic 
sequences. 


ht^^/genes.mitedWGENSCAN.html 


Genomescan 


Incorporates protein homology 
information when predicting genes. 


http://genes.mit edu/ genomescan.html 


GrailEXP 


Predicts exons, genes, promoters, 
polyAs, CpG islands, EST similarities, 
and repetitive elements within a DNA 
sequence. 


http://grail.lsd.oml.gov/grailexp/ 


G-Known 


Predicts genes and features of a DNA 
sequence at user-specified levels of 
complexity. Can incorporate extra 
information supplied by user including 
gene predictions from other gene finding 
programs, EST hits, similarities to 
known proteins, synteny between 
corresponding genomic regions in related 
organisms, methylation of the bases, 
regulatory binding sites, and topology 
information. 


http^/vmw.cse.ucsc.edu/research/compbio/pg^ 


FGENES 


Uses linear and hidden Markov models 
for exon prediction 


http://genonuc.sanger.ac.uk/g^gf.shtrnl 
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Table 7: Databases and algorithms used for Protein Analysis 



Algorithm 


Description 


Web address 


BLAST?, version 2.0 


Identification of unknown protein or 
subunit based on similarity to known 
proteins or subunits. 


htrp://www.ncbi.nlmnih.gov/BLAST/ 


BLASTX 


Algorithm for translating a nucleotide 
query sequence and aligning the 
translation to sequences in protein 
databases 


http://www.ncbi.nlnLnih.gov/BLAST/ 


TBLASTN 


Algorithm for aligning an unidentified 
peptide sequence to predicted 
translations of nucleotide sequences 


http^/www.ncbLnlmnih.gov/BLAST/ 


SWISS-PROT, 
release 39.0 


Protein sequence database 


http://www.expasyxh/cgi-bin/ 
sprot-search-de 


Protein International 
Resource (PIR) 


Protein sequence database 


http://www-nbrf.georgetown.edu/ 
pirwww/ 


GenPept 


Amino acid translations from 
GenBank/EMBL/DDBJ records that are 
annotated with one or more CDS features 


ftp^/ncbi.nlm.riih.gov/genbank/ 
eenneDtfsa ez 


TrEMBL 


Contains the translations of all coding 
sequences present in the BMBL 
Nucleotide Sequence Database, which 
are not yet integrated into SWISS-PROT 


http://www.ebi.ac.uk/ swissprot/ 


Prosite, release 1639 


Database of protein families and 
domains. Consists of biologically 
significant sites, patterns and profiles. 


http://www.exp asy . ch/pro site/ 


Pfam, version 6.2 


Collection of multiple sequence 
alignments and hidden Markov models 
covering many common protein domains 


http://www.sanger.ac.uk/Software/ 
Pfam/ 


ProDom, version 2001.1 


Domain arrangements of proteins and 
protein femilies 


htrp://protem.toulouse.inra.fr/ 
prodomhtml 


TMpred 


Prediction of transmembrane regions to" 
aid in subcellular localization and 
function predictions 


http://www.cli.embnet.org/software/ 
TMPRED_form.html 
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SEQ 



Origin 



Unlgene Locus 



Gl 



Table 8 

Nominal Description 



Strand 



Probe Sequence 



1 


cDNAT-cells 


Hs.100001 


NM_005074 


2 


cDNA T-cells 


Hs.104157 


AW988823 


3 


cONA T-cells 


Hs.104157 


AW9S8823 


4 


literature 


Hs.1051 


NMJHM131 


5 




Hs 1 05230 


AA4 89237 


6 


cONA T-celis 


Hs.105230 


AA489227 


7 


cONA T-cells 


Hs.1 07979 


NMJH4313 


8 


cDNA T-celts 


Hs, 10838 


AK025212 


g 


M/lin 1 delist 






10 


cONA T-cells 


Hs.1100 


M55654 


11 


cONA T-cells 


Hs.1 1000 


NM_015344 


12 


cONA T-cells 


Hs.1 101 


NM_002698 


13 


cDNA T-cells 


Ha.11238 




14 


CDNAT-cells 


HS.1 16481 


NMJJ01782 


15 


CDNAT-cells 


Hs.295726 


M14648 


16 


en ma T-rptlQ 


We 11Q1R^ 


Al 1 (TQ7RK 
ML 1 LK7 1 OO 


17 


cDNA T-rpfl<5 


Mi, 1 1 O 1 Jv) 


Al inQ7RR 


18 




riS. 1 ivOJt 




19 


cDNA T-ce)I<5 


He 191D?*5 




20 


literature 


Hs.126256 


NM_000576 


21 


cDNA T-cells 


Hs.126925 


AK023275 


22 


cDNA T-cells 


Hs.1279 


AK024951 


23 


CLilNr\ 1 -CBH5 








CUItrN 1 -Cello 


ns. i oua 








ns. i «3**» 


KIM nnnv^Q 


26 


cONA T-cells 


HS.1 36375 


BF513274 


27 


CUNM 1 -CcllS 


ns.ioDo/o 




28 


cDNA T-cells 


Hs.1 37548 


NMJW3874 


29 


cDNA T-cells 


Hs.1416 


M15059 


30 


cDNAT-cells 


Hs.1 42023 


nmjjo5816 


31 


cDNAT-cells 


Hs.1481 


NMJW2112 


32 


cDNAT-cells 


Hs.1 50403 


nmjmo790 


33 


cONA T-cells 


Hs.1513 


NM.000629 


34 


literature 


Hs.1 53053 


NMJW1774 


35 


cDNA T-cells 


HS.1 53952 


X55740 



4827009 solute carrier family 1 7 (sodium 

phosphate), member 1 (SLC17A1), 
8158684 EST380899 cONA /gb=AW98B823 

direction unknown 
8158664 Complement of EST380B99 cDNA 

/gb=AW968823 direction unknown 
72B2379 granzyme B (granzyme 2, cytotoxic T- 

lymphocyte-assc dated serine esterase 

1) (GZMB), 
2218829 aa57f07.s1 cDNA,3'end 

/clone=lMAGE:825061 strand unknown 

2216829 Complement, aa57T07.sl cDNA. 3' end 
/clone=IMAGE:825061 strand unknown 

7657594 small membrane protein 1 (SMP1), 

mRNA /cds=<99, 
1 0437679 cDNA: FU21 559 fis. clone COL06406 

/cds=UNKNOW 
10437679 complement cDNAj FU21 559 fis, 
clone COL06406 /cds=UNKNOW 
339491 TATA-bindlng protein mRNA, complete 
cds /cds=(241,12 
7662509 MY47_BRAIN MY047 PROTEIN 

4505958 POU domain, class 2, transcription 
. factor 2 (P 

3327057 KIAA0622 protein; Drosophila "multiple 
asters" (Mast)-Eke homotog 1 

4502682 CD72, B cell differentiation antigen 

340306 ceD adhesion protein (vitronectin) 

receptor alpha e Platelets, 

megakaryocytes 
5725475 mRNA full length insert cDNA clone 

EUROIMAGE 81 
5725475 Complement of mRNA full length insert 

cDNA clone EUROIMAGE 82 
5730026 GAP-associated tyrosine 

phosphoprotein p62 (Sam68) 
7656935 chromosome 1 1 open reading frame 5 

(C1lORF5),m 
10835144 interieukln1-beta(ILlB)mRNA, 

monocytes, macrophages 
10435137 FU13213 fis, Clone NT2RP4001126. 

weakly 

10437374 RJ21 298 fis, done COL02040, highly 
sim 

4507578 0X40 homolog, ACT35 Antigen, TNF 
receptor superfamiry, member 4 
180035 thymocyte antigen CD1a mRNA 

4503076 colony stimulating factor 2 (granulocyte- 
macrophage) (CSF2), 

1 1 598453 ESTs, Weakly similar to S65824 

reverse transcriptase homolog (3* EST 
read) 

11598453 Complement of ESTs, Weakly similar to 
S65824 reverse transcriptase homolog 
(3' EST read) 

4502686 CD84 antigen (teukocyte antigen) 
(CD84) 

182447 Fc-epsilon receptor (IgE receptor) 

mRNA, complete cd 
5032140 TACT_T-CELL SURFACE PROTEIN 

4504384 histiaTnedecarboxytase(EC4.1.l.22) 
(HDC), 

4503280 dopa decarboxylase (aromatic L-amlno 

ackl decarboxylase) 
10835182 Interferon (alpha, beta and omega) 

receptor 1 (1FNAR1), 
4502662 leukocyte antigen CD37 

23896 placental cDNA coding for 
5'nucteofidase (EC 3.1.3.5) 



1 AGAG CACTT GCAGAG CCTG G GAC AA 

CCTC CTTATTGAAG G GAAGAG G GAC 
1 TGGTCTCAAAGATTTACATGG CAACA 

TTCGAAAGTCCCCAGAGAAGTCCT 
-1 AGGACTTCTCTG GGGACTTTC G AATG 

TTGCCATGTAAATCTTTGAGACCA 
1 AG GTGC CAG CAACTGAATAAATACCT 

CTCCCAGTGT AAATCTGGAGCCAA 

1 GGGTGTCTTTAAATAGCACTAGCCAA 
ATCACATATCTCCAACACTCCTTA 

-1 TAAGGAGTGTTGGAGATATGTGATTT 
G G CTAGTGCTATTTAAAG ACACCC 

1 CCCAC AGTG CAATTCAGAATATGCTC 

AGGGAATGCCAGCCACCTTGTAAA 
1 G C CAAGACAATAAG CTAG G CTACTG G 

GTCCAGCTACTACTTTG GTGGGAT 
-1 ATCCCACCAAAGTAGTAGCTGGACCC 

AGTAGCCTAGCTTATTGTCTTGGC 
1 AATTTATAACTCCTAGGGGTTATTTCT 

G TGC CAGACAC ATTCCAC CTCTC 
1 ACTAATTG CATTGG CAG CATTGTGTC 

TTTGACCTTGTATACTAGCTTGAC 
1 AAACCAAAAATAATCACAACAGAAAC 

CAGCTGCCCCAAAGGAACCAGAGG 

1 TCCCACCAGGACTTTGCTAACAATAA 
TGTTTGGAAATAAAGAAGTGCTCT 

1 TGACACTCATGCCAACAAGAACCTGT 
GCCCCTCCTTCCTAACCTGAGGCC 

1 ACAAATTTTACCCTMCAGTTTTACCA 
C CTAG C AACAGTCATTTCTGAAA 

1 TTTATTG GTACTTC CTAAAG ATAGAGA 

CTAAAGTCATGGTAGTATTGGCC 
-1 GGCCAATACTACCATGACTTTAGTCT 

CTATCTTTAGGAAGTACCAATAAA 
1 CCTCCCATTTTGTTCTCGGAAGATTA 

AATGCTACATGTGTAAGTCTGCCT 
1 CCGTGCCCGGAAACAGGCCGTGGCT 

AGAGAAGAGCGAGATCATCTTTACC 
1 GGTCTAATTTATTCAAAG GGGGCAAG 

AAGTAG CAGTGTCTGTAAAAGAGC 
1 AGATGGGTGAATCAGTTGGGTTTTGT 

AAATACTTGTATGTGGG GAAGACA 
1 TCTCTAGTTGTCACTTTCCTCTTCCAC 

TTTGATAC CATTGG GTCATTGAA 
1 TCAAAAGAAAGCCTTCTGGATGCTGT 

TAAGATGTACCCTTCAGGTGAACC 
1 CCCCCTTTCCTTCTAATTTTTCAGCTC 

CTTCAATGCAAAGTACATGTATT 
1 CCTCCAACCCCGGAAACTTCCTGTGC 

AACCCAGACTATCACCTTTGAAAG 
1 GGAAGGTAGTCTTCATTTGCAATCAG 

GAAAACGAACGTAAAGGCACAGGT 

-1 ACCTGTGCCTTTACGTTCGTTTTCCT 
GATTGCAAATGAAGACTACCTTCC 

1 TGTTTTCCTCACTACATTGTACATGTG 

G G AATTAC AGATAAACGGAAG CC 
1 CAGAGCAAGACCCTGAAGACCCCCA 

ACCACGGCCTAAAAGCCTCTTTGTG 
1 GCTTCATATGTATGGCTGTTG CTTTG 

CTTCATGTGTATGGCTATTTGTAT 
1 CAGATGGGTTCAGCAGTCTGGTCAGT 

GAGAAAGGGCCGAGGGTAGACAGG 

1 TCCAGGGCAATCAATGTTCACGCAAC 

TTGAAATTATATCTGTGGTCTTCA 
1 TCATCC CGAGAACATTGGCTTCCACA 

TCACAGTATCTACCCTTACATGGT 
1 CGCTCTCGATATTCCTGTGCAGAAAC 

CTGGACCACGTCTACAACCGGCTC 
1 CCTGCTCAGCTCTGCATAAGTAATTC 

AAGAAATG GGAG G CTTC AC CTTAA 
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36 


cDNA T-cells 


Hs.1 55595 


NMJ)04404 


37 


cDNAT-cells 


Hs.1570 


Z34897 


38 


cONA T-cells 


Hs.159557 


AK024833 


39 


cDNA T-cells 


Hs.160417 


NM_013390 


40 


cDNA T-cells 


Hs.16488 


BC007911 


41 


cDNA T-cells 


nS.lbol^U 




42 


cONA T-cells 


H S.I 66975 


NJVMHJ6925 


43 


literature 


Hs.1 67988 


S71824 


44 


cDNA T-cells 


Hs.168103 


AF026402 


45 


cONA T-cells 


Hs.168132 


U 14407 


46 


literature 


Hs.168383 


NM_000201 


47 


cDNAT-cells 


Hs.169191 


U58913 


48 


literature 


Hs.1 69610 


AJ251595 


49 


cDNA T-cells 


Hs.170311 


D89678 


50 


cDNA T-cells 


Hs.170311 


089678 


51 


CDNA T-cells 


HS.170311 


D89678 


52 


cDNA T-cells 


• Hs.171763 


X59350 


53 


cDNA T-cells 


I 1. ATA f\A~f 

Hs.171917 


AB037855 


54 


cDNA T-cells 


Hs.172089 


AL110202 


55 


cDNA T-cells 


HS.172089 


AL1 10202 


56 


literature 


Hs.1722 


M28983 


57 


literature 


Hs.1722 


M28983 


58- 


literature 


Hs.1722 


M28983 


59 


literature 


Hs.1 724 


X01057 


60 


literature 


Hs.1724 


X01057 


61 


literature 


Hs.1724 


X01057 


62 


cDNA T-cells 


Hs. 172631 


J04145 


63 


cDNA T-cells 


Hs.305870 


NMJXJ3761 


64 


cDNA T-cells 


Hs.1 72791 


kit 1 A 4 OA 

NM_004182 


65 


literature 


Hs.1 73894 


NMJJ00757 


66 


cDNA T-cells 


Hs.1 74 103 


NM_002209 


67 


cDNA T-cells 


Hs.174142 


X03663 


68 


cDNAT-cefls 


Hs.1 69610 


AA156937 


69 


cDNAT-cells 


Hs. 17483 


NMJJ00616 


70 


cDNA T-cells 


Hs. 177559 


U05875 



Table 8 

4758157 NeuraJ precursor cell expressed, 

developmentally down-regulated 5 
510295 H1 histamine receptor 

10437239 FU21 1 80 fis, clone CAS1 1 176, highly 
sim 

701 9554 transmembrane protein 2 (TMEM2), 

mRNA /cds=(14 
14043948 calreticuRn 

4809287 interferon regulatory factor 7 (IRF7), 
transc 

5902077 splicing factor, arglnine/serine-rich 5 
(SFR 

632775 N-CAM=145kda neural cell adhesion 
molecule 

2655201 U5 snRNP 1 00 kD protein mRNA, cds 

/cds=(39,2501 
540098 inter!eukin15(IL15)rnRNA 

4557877 intercellular adhesion molecule 1 

(CD54), rhinovirus receptor (ICAM1), 

4204907 chemokine (hmrp-2a) mRNA, complete 

cds /cds=(71,4B4) 
6491738 transmembrane glycoprotein (CD44 

gene). 

321 8539 50 for A+U-rich element RNA binding 
factor, 

3218539 60 fbrA+U-rich element RNA binding 
factor, *, 

3218539 70 for A+U-rich element RNA binding 
factor, 

36090 mRNA for B cell membrane protein 
CD22 

7243265 mRNA for KIAA1434 protein, partial cds 

5817121 cDNA DKFZp586l2022 (from clone 
DKF2p586l 

5817121 Complement of cDNA DKFZp586l2022 
(from clone DKFZp586l 

186279 50 interteukin 1 alpha 0L1) mRNA, 

macrophages 
186279 60 interteukin 1 alpha (IL 1) mRNA. 

macrophages 

186279 70 interteukin 1 alpha (IU1) mRNA, 
macrophages 

33812 50 mRNA for interleukin-2 receptor 

33812 60 mRNA for interleukin-2 receptor 



33812 70 mRNA for interleukin-2 receptor 



1 89068 neutrophil adherence receptor alpha-M 
subunit mRNA 

14043025 vesicle-associated membrane protein 
8 (endob 

4759297 ubiquitously-expressed transcript 
(UXT), mR 

4503074 macrophage-specrfic colony-stimulating 

factor (CSF-1) 
4504756 Integrin, alpha L (CD1 1 A (p1 80), 

lymphocyte function-associated antigen 

1; alpha polypeptide) 
29899 c-fms proto-oncogene Monocytes 

1728552 Zl19c02.s1 

Soares_pregnant_uterus_NbHPU 
10835166 CD4 antigen (p55) (CD4), 

463549 clone pSK1 interferon gamma receptor 
accessory factor 



GGAGGACCCACACTGCTACACTTCTG 

ATCCCCTTTGGTTTTACTACCCAA 

GAAGAACAGCAGATGGCGGTGATCA 

GCAGAGAGATTGAACTTTGAGGAGG 

GGAATTTCCTATCTTGCAGCATCCTG 

TAAATAAACATTCAAGTCCACCCT 

CCTCAAAGTGCTACCGATAAACCTTT 

CTAATTGTAAGTGCCCTTACTAAG 

AGTGGGTCCCAGATTGGCTCACACT 

GAGAATGTAAGAACTACAAACAAAA 

CTGTCCAGCGCCAACAGCCTCTATGA 

CGACATCGAGTGCTTCCTTATGGA 

AAATTCTGGTAAGTATGTGCTTTTCTG 

TGGGGGTGGGATTTGGAAGGGGG 

ATG G GTGAAGAGAACC GAG CAAAGA 

TCAAAATAAAAAGTGACACAGCAGC 

GCTGTGTCCATCTTTGTCACTGAGTG 

AAATCTCTGTTTTCTATTCTCTGA 

ATGTGCTGTCAAAACAAGTTTTTCTGT 

CAAGAAGATGATCAGACCTTGGA 

CAGTGATCAGGGTCCTGCAAGCAGT 

GGGGAAGGGGGCCAAGGTATTGGAG 

TGGACACACGGATCAAGAC CAGGAA 

GAATTGAACTTGTCAAGGTGAAGGG 

AACAGACCCCCTCTAGAAA I 1 1 1 1 CA 

GATGCTTCTGGGAGACACCAAAGG 

GTCAGTAGGTGCGGTGTCTAGGGTA 

GTGAATCCTGTAAGTTCAAATTTAT 

AGTTGTGTG GTCAGTAGGTGCGGTG 

TCTAGGGTAGTGAATCCTGTAAGTTC 

AAATTTATG 

TTTAAGTTGTGTGGTCAGTAGGTGCG 

GTGTCTAGGGTAGTGAATCCTGTAAG 

TTCAAATTTATG ATTAG G 

GTTTGAGATG GACACACTGGTGTGGA 

TTAACCTGCCAGGGAGACAGAGCT 

TTGTGACTCTGAATCCCATGTTCTCA 

AACTACGCTGCCTTCCGAAGTCTG 

TTTAAGTACTAAGTCATCATTTGCCTT 

GAAAGTTTCCTCTGCATTGGGTT 

AACC C AATG C AGAG GAAACTTTC AAG 

GCAAATGATGACTTAGTACTTAAA 

TACCTGGG C ATTCTTGTTTC ATTCAAT 
TCCACCTGCAATCAAGTCCTACA 
C CATTAAACTTACCTGGG CATTCTTG 
TTTCATTCAATTCCACCTGCAATCAAG 
TCCTACA 

CAC CTG CAATC AAGTCCTACAAGCTA 
AAATTAGATGAACTCAACTTTGACAA 
CCATGAGACCACTGTTAT 
AATGCGTAC GTTTCCTGAGAAGTGTC 
TAAAAACACCAAAAAGGGATCCGT 
AC GTTTCCTGAGAAGTGTCTAAAAAC 
ACCAAAAAGGGATCCGTACATTCAAT 
GTTTATGC 

CAAATCAATGCGTACGTTTCCTGAGA 
AGTGTCTAAAAACACCAAAAAGGGAT 
CCGTACATTCAATGTTTA 
CTCCGGGAGAGG GGACGGTCAATCC 
TGTGGGTGAAGACAGAGGGAAACAC 

GGCTGGGAAACTGTTGGTGGCCAGT 

GGGTAATAAAGACCTTTCAGTATCC 

TGCTAGAGGGGCTTAGAGAACTACAA 

GGCCTGCAGAATTTCCCAGAGAAG 

CTGACTCAGGATGACAGACAGGTGG 

AACTGCCAGTGTAGAGGGAATTCTA 

GTAAAG GCTATACTTGTGTTGTTCAC 

CTTGGGATGACGCCGCATGATATG 

CAAGCAGGAAGCACAAACTCCCCCA 
AGCTGACTCATCCTAACTAACAGTC 
TCTTCAACAGACCCCCTCTAGAAATT 
TTTCAGATGCTTCTGGGAGACACC 
GTCCTCCACGCCATTTCCTTTTCCTT 
CAAGCCTAGCCCTTCTCTCATTAT 
GGCC CTTCATGTACATCCATGGTGTG 
CTG G CTTAAAATGTAATTAATCTT 
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71 


cONA T-cefls 


Hs.179526 


S73591 


72 


cDNA T-cells 


Hs.1799 


J04142 


73 


cDNA T-cefls 


Hs.180804 


AK000271 


74 


cONAT-cefis 


Hs.180866 


NM_000416 


75 


cOMA T-ceDs 


Hs.181165 


AK026550 


76 


cDNA T-cells 


Hs.181357 


NIU 002295 


77 


cDNA T-cells 


Hs.187660 


NMJJ14504 


78 


cDNAT-cells 


Hs.182740 


NM_001015 


79 


cDNA T-cells 


Hs.1 87660 


NMJ)14504 


60 


cDNA T-cells 


Hs.197345 


MMJ>01469 


81 


cDNA T-ceHs 


Hs.198253 


M33906 


82 


cDNAT-cells 


Hs.197345 


NM.001469 


83 


cDNA T-cells 


Hs.198253 


M33906 


64 


cDNAT-celis 


Hs.1987 


NMJ>06139 


85 


cDNAT-cells 


Hs.338789 


NMJ502074 


B6 


cONAT-celte 


Hs.211576 


L10717 


87 


cDNAT-cells 


Hs.336769 


NMJ>02074 


88 


cDNA T-cells 


Hs.2186 


AF1 19850 


89 


cDNA T-cells 


Hs.21907 


NNIO07067 


90 


cDMA T-ceHs 


HSJ2200 


NMJi05041 


91 


cONA T-cells 


Hs.2233 


NIVL000759 


92 


cDNAT-cells 


Hs.2236 


229067 


93 


cDNA T-cells 


Hs.233936 


NM 008471 


94 


cONA T-cells 


Hs^3B449 


NM_024898 


95 


cDNA T-cells 


Hs.238648 


NMJJ03999 


98 


cDMA T-cells 


Hs.238707 


NM_024901 


97 


cDNA T-cells 


Hs.239138 


NMJ105748 


98 


cDNA T-cells 


Hs.239169 


NMJJ14905 


99 


cDNAT-cells 


Hs.241392 


NWL002985 


100 


cDNA T-cells 


Hs.241567 


NMJJ16838 


101 


cONA T-cells 


Hs.241570 


NMJJ00594 


102 


cDNAT-celte 


Hs.247885 


NM_022304 


103 


cDNAT-ceDs 


Hs.248156 


NMJJ20530 




cuna i -ceits 


rts.zb owa 


NM_UUQ7o9 


105 


cONA T-cells 


Hs.336780 


NMJJQ6088 


106 


cONAT-celte 


Hs.252723 


NMJ)00981 


107 


cDMA T-celiS 


NA 


X53795 


108 


literature 


Hs.25648 


NMJKM250 


109 


cDWA T-cells 


Hs.256503 


AF160973 



Table 8 

688296 brain-expressed HHCPA78 hcmolog 

V0UP1 (Gene) 
619799 {lambda-gt11M-5)MHCdassl antigen- 

Hkegl 

7020240 cONA RJ20264 fis, clone COLF791 2 

/cds=UNKNOWN 
4557879 interferon gamma receptor 1 (1FNGR1), 

10439548 FU22997 (is, clone KAT11962, highly 
sim 

9845501 lamlnin receptor 1 (67kD, ribosomal 
protein SA 

7657495 Major histocompatibility complex, class 
l,E(HLA-E) 

14277698 ribosomal protein S1 1 (RPS1 1), mRNA 

^ /cds=(15,4 
7657495 putative Rab5 GDP/GTP exchange 

factor homologu 
4503840 thyroid autoantigen 70kD (Ku antigen) 
(G22P1), 

164194 MHC class It HIA-OQA1 mRNA, 
complete cds /cds=(43,810) 
4503840 thyroklautoanegen70kD(Ku antigen) 
(G22P1), 

184194 MHC Class II HLA-OQA1 mRNA, 
complete cds /cds=(43,BlQ) 
5453610 CD28 antigen (Tp44)(CD26) 

1 1321 584 guanine nucleotide binding protein (G 
protein) 

307507 T celt-specific tyrosine kinase mRNA, 
complete 

11321584 guanine nucleotide binding protein (G 
protein) 

7770136 PRO1608 mRNA, complete cds 

/cds=(1221,2174)/ 
5901 961 histone acetyltransferase (HBOA), 

mRNA/cds= 
4826941 Perforin 1 (pore forming protein; PRF1) 

4503078 granulocyte colony-stimulating factor 3 
(CFS3) 

479172 NEK3_SERlNE/THREONINE- 

PROTEIN KINASE NEK3 
5453739 myosin, light polypeptide, regulatory, 
non-s 

13376352 cONA: FU22757 fis, done KAIA0803 

/cds=(92,24 
4557039 oncostatin-M specific receptor beta 

subunit (OSMRB) 
1 3376358 cDNA: FU22457 fis, clone HRC09925 
/cds=(56,14 
5031976 pre-B-ceilcotony-enhancing factor 

(PBEF). m 
7662327 glutaminase (GLS), 

4506846 small inducible cytokine A5 (RANTES) 
(SCYA5), 

8400721 RNA binding motif, single stranded 

interacting 
10835154 Tumor necrosis factor (TNF 

superfamily, member 2 
13435404 Histamine receptor H2 (HRH2) 

10092620 oncostatinM(OSM), 

4503272 dipeptioVJ carboxypepfidase 1 

(angiotensin I converting en2yme) 
(ACE) 

5174734 tubulin, beta, 2 (TUBB2>, mRNA 

4506608 ribosomal protein L1 9 (RPL1 9), mRNA 
/cds=(28,6 

35832 R2 mRNA for an inducible membrane 
protein /cds=(156,95 
4507580 Tumor necrosis factor receptor 
superfamily, member 5 

5616319 P53 inducible protein 



AAGATGCCCAACCCTGTGATCAGAAC 

CTCCAAATACTGCCATGAGAAACT 

CAGGAGTTTGTGTGTCTTTTATAAAAA 

GTTTGCCCTGGATGTCATATTGG 

CCCTGAGTGACAGTCACGACAGAAC 

AAAACCACAAGACCAGACCACATTT 

CCTTTACATCCAGATAGGTTACCAGT 

AACGGAACATATCCAGTACTCCTG 

TGCATCGTAAAAGGTTCAGAAGGAAA 

GGAGAATGTTTTGTGGACCACTTT 

GGCCACTGAATGGGTAGGAGCAACC 

ACTGACTGGTCTTAAGCTGTTCTTG 

TGTAGGGTAAATGTGACTGGAATACA 

C CTTTG GAACGGAATTCTTTATCA 

AGGCTGGACATCGGCCCGCTCCCCA 

CAATGAAATAAAGTTATTTTCTCAT 

TGTAGGGTAAATGTGACTGGAATACA 

CCTTTGGAAC G GAATTCTTTATCA 

GTTGCCATGGTGATGGTGTAGCCCTC 

CCACTTTGCTGTTCCTTACTTTAC 

CCACCCACCCCTGAATTAAGGCAACA 

ATGAAGTTAATGGATACCCTCTGC 

GTTGCCATGGTGATGGTGTAGCCCTC 

CCACTTTGCTGTTCCTTACTTTAC 

CCAC CCACCCCTC AATTAAGGCAACA 

ATGAAGTTAATGGATACCCTCTGC 

GCTCACCTATTTGGGTTAAGCATGCC 

AATTTAAAGAGACCAAGTGTATGT 

TCCACCTTTTGTATTTAATTTTAAAGT 

CAGTGTACTGCAAGGAAGCTGGA 

CCCTATCCCGCAAAATGGGCTTCCTG 

CCTGGGrmTCTCTTCTCACATT 

TCCACCTTTTGTATTTAATTTTAAAGT 

CAGTGTACTGCAAGGAAGCTGGA 

AGATCTTCAAGTGAACATCTCTTG CC 

ATCACCTAGCTGCCTGCACCTGCC 

GCTAATTTTAAGCATGTTCAGTGGCA 

GCTCCCCTCCAGTTTCAGTGTCAC 

CCTGTGATCAGGCTCCCAAGTCTGGT 

TCCCATGAGGTGAGATGCAACCTG 

ACATGGTTTGACTCCCGAACATCACC 

GACGTGTCTCCTGTTTTTCTGGGT 

TCAGAGCTGAAGAAGCGAGCTGGAT 

GGCAAGGCCTGTGCGACAGATAATG 

TCAGCCATTTTGGGCATATGTATCTTT 

ATAATGAGACTG GAAACGGGACT 

ATCCTGGCAACCTTACAATTCCTCTC 

GGCATTTGTCACTTC CATCTCAGC 

AGCTTACTACAGTGAAAGAATGG GAT 

TGG C AAGTAACTT CTGACTTACTG 

ATTATAACATCTTCAACACAGAACACA 

CTTTGTGGTCGAAAGGCTCAGCC 

TGTCAGAGATTGCCTGTGGCTCTAAT 

ATGCACCTCAAGATTTTAAGGAGA 

TGTCTGGCAGGGACTGAATGACCTG 

ATGTC AGATTTAGATTCTTCCTG GG 

G GGAGGAACACTG CACTCTTAAGCTT 

CCGCCGTCTCAACCCCTCACAGGA 

ATGAAGAAGGGTGTGAAG GCTGAAC 

AATCATGGATTTTTCTGATCAATTG 

GCCTCTGCTCCCCAGGGAGTTGTGT 

CTGTAATCGGCCT ACTATTCAGTGG 

G GATG CTACTGATG G GAATGATTAAG 

GGAGCTGCTGTTTAG GTGGTGCTG 

TC AGGAACAACATCT ACTGCATGGCC 

CAGCTGCTGGACAACTCAGACACG 

CTTACATCAGGTACTTTGTCAGCTTC 

ATCATCCAGTTCCAGTTCCACGAG 

CATCCAGGAGCTGTTCAAGCGCATCT 

CCGAGCAGTTCACGGCCATGTTCC 

ACCTCCCACTTTGTCTGTACATACTG 

GCCTCTGTGATTACATAGATCAGC 

GTCTTTGAGAATATGATGTCAGACAT 

TTTCGGATGGGCTGTTTAGATGTT 

G GTCACCC AGGAGGATGGCAAAGAG 

AGTCGCATCTCAGTGCAGGAGAGAC 

AGACCCTTATCTGGAGGAGGAAGAG 
AAGC AG GAGAGAGAAAGCCACAGCC 
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110 


cDNA T-cells 


Hs.265829 


NMJM2204 


111 


cONAT-cells 


Hs.271387 


Y16645 


112 


cDNA T-cells 


Hs.272493 


NMJJ04167 


113 


cDNA T-cells 


Hs.176663 


NMJ500570 


114 


literature 


Hs.278443 


NM 004001 


115 


cONAT-cells 


Hs.62954 


J04755 


116 


cONA T-cells 


Hs.279581 


AK000575 


117 


cDNA T-cells 


Hs.279930 


V00522 


118 


cDNA T-cells 


Hs.181357 


NMJX>2295 


119 


cDNA T-cells 


Hs.283722 


NM_020151 


120 


cONA T-cells 


Hs.78961 


NMJ)14110 


121 


cDNA T-cells 


Hs.334853 


NM.006013 


122 


cONAT-cells 


Hs.334853 


NM_006013 


123 


cDNA T-cells 


Hs.284283 


U90552 


124 


cDNA T-cells 


Hs.286212 


AK021791 


125 


cONA T-cells 


Hs.287369 


NM 020525 


126 


cDNA T-cells 


Hs.287369 


NMJ)20525 


127 


cDNA T-cells 


Hs.287369 


NM_020525 


128 


cDNA T-cells 


Hs.288061 


NM001101 


129 


cDNA T-cells 


Hs.315054 


NM_032921 


130 


cONA T-cells 


Hs.289088 


NM 005348 


131 


cONA T-cells 


Hs.29052 


AK000196 


132 


cDNA T-cells 


Hs.291129 


AA837754 


133 


cONA T-cells 


Hs.292590 


D59502 


134 


cDNA T-cells 


Hs.292590 


D59502 


135 


cDNA T-cells 


Hs.99858 


X61923 


136 


cDNA T-cells 


Hs.323463 


AL050141 


137 


cDNA T-cells 


Hs.323463 


AL050141 


138 


cDNA T-cells 


Hs.323822 


AB046771 


139 


cDNA T-cells 


NA 


AF347015 


140 


cDNA T-cells 


Hs.30035 


U61267 


141 


cDNA T-cells 


Hs. 30909 


NM_019081 


142 


cDNA T-cells 


Hs.3195 


NM_002995 


143 


cDNA T-cells 


Hs.322645 


AL050376 


144 


cDNAT-cells 


Hs.324481 


AL050376 


145 


cDNA T-cells 


Hs.324481 


AW968541 


146 


cDNA T-cells 


Hs.324481 


AW968541 



4504746 Integrfn, alpha 3 (antigen CD49C, alpha 
3 subunit of VLA-3 receptor) (TTGA3). 

2916795 for monocyte chemotadic protein-2 
/cds= 

14602450 small inducible cytokine subfamily A 
(Cys-Cys 

10835138 Fc fragment of IgG, low affinity lllb, 

receptor for (CD16) (FCGR3B), 
4557021 Fc fragment of IgG, low affinity lib, 
receptor fbr(CD32) (FCGR2B), 
182512 ferritin H processed pseudogene, 
complete cds /cds=UN 
7020763 FLJ20568 fis, done REC00775 
/cds=(6,422) 
32122 encoding major histocompatibility 
complex gene 
9845501 Laminln receptor 1 (67kD, ribosomal 

protein SA) 
9910251 GTT1 protein (GTT1), mRNA 

/cds=(553,1440) /gb 
13699255 PRO2047 protein (PRO2047), mRNA 

/cds=(798,968 
5174430 cDNA DKFZp762Bl95 (from done 

DKFZp762B195) 
51 74430 Complement cDNA DKF2p762Bl95 

(from done DKFZp762B195) 
2062705 butyrophilin (BTF5) mRNA, complete 

. cds /cds=(359,190 
10433048 cDNA FU 11729 fis, done 
HEMBA1 005394, modern 
10092624 50 interieukin 22 (1L22), mRNA 

/cds=(7l,610)/gb 
10092624 60 interieukin 22 (IL22), mRNA 
/cds=(71,610)/gb 

10092624 70 interieukin 22 (IL22), mRNA 
/cds=(71,610)/gb 

5016088 actin, beta (ACTB), 

14249707 hypothetical protein MGC15875 

(MGC15875), 
13129149 heat shock 90kD protein 1, alpha 

(HSPCA), 

7020122 FU20189 fis, done COLF0657 
/cds=(122,84 

2912953 oe10d02.s1 cDNA 

/done=IMAGE1 385475 /gb=M 
960608 HUM041 H1 1 A cDNA, 3' end 

/done=GEN-041HH/d 
960608 Complement HUM041 H1 1 A cDNA, 3' 

end /done=GEN-041H11/d 
36646 Ribosomal protein L7a Gene with exons 
/introns 

4884352 cDNA DKFZp58 60031 (from clone 

DKFZp586O0 
4884352 Complement cDNA DKFZp586O031 

(from done DKF2p58601 
10047166 forKIAA1551 protein, partial cds 

/cds=(0 

13273284 Mitochondlal DNA, chyochrome B gene 

1418285 putative splice factor transformer- 
beta mRN 

1 1464998 KIAA0430 gene produd (KJAA0430), 

mRNA/cds=( 
4506852 sapiens small inducible cytokine 

subfamily C, member 1 (lymphotactin) 
(SCYC1). 

4914609 mRNA; cDNA DKFZp586J101 (from 

done DKFZp586J1 
4914609 Complement mRNA; cDNA 

DKFZp586J101 (from done 

DKFZp586J2 
8158362 Complement EST380617 cDNA 

/gb=AW968541 unknown coding strand 

8158382 EST380617 cDNA/gb=AW96B541 
unknown coding strand 



G GCTGTGTCCTAAG GCCCATTTGAGA 
AGCTGAGGCTAGTTCCAAAAACCT 

GTGCTCCTGTAAGTCAAATGTGTGCT 

TTGTACTGCTGTTGTTGAAATTGA 

CAGAGACATAAAGAGAAGATGCCAAG 

GCCCCCTCCTCCACCCACCGCTAA 

ATGGGAGTAATAAGAGCAGTGGCAG 

CAGCATCTCTGAACATTTCTCTGGA 

C CACTAATC CTGATGAGG CTG AC AAA 

GTTGGGGCTGAGAACACAATCACC 

TGTTGGGGTTTCCTTTACCTTTTCTAT 

AAGTTGTACCAAAACATCCACTT 

CAGAGTAGGCATCTGGGCACCAAGA 

CCTTC CCTCAACAGAGGACACTGAG 

CTTTGCCTAAACCCTATGGCCTCCTG 

TGCATCTGTACTCACC CTGTACCA 

GGCCACTGAATGGGTAGGAGCAACC 

ACTGACTGGTCTTAAGCTGTTCTTG 

TGATTCTGCACTTGGGGTCTGTCTGT 

ACAGTTACTCATGTCATTGTAATG 

TGTGTAATAGGCCTTTTCATGCTTTAT 

GTGTAGCTTTTTACCTGTAACCT 

AAGTTATCATGTCCATCCGCACCAAG 

CTGCAGAACAAGGAGCATGTGATT 

AAGTTATCATGTCCATCCGCACCAAG 

CTGCAGAACAAGGAGCATGTGATT 

TGGTGGATGTTAAACCAATATTCCTTT 

CAACTGCTGCCTG CTAGGGAAAA 

TGAACTTGCTGAATGTAAGG CAGGCT 

ACTATGCGTTATAATCTAATCACA 

ATTTGACCAGAGCAAAGCTGAAAAAT 

GAATAACTAACCCCCTTTCCCTGC 

GCAATTGGAGAACTGGATTTG CTGTT 

TATGTCTCTGAGAAATGCCTGCATTT 

GACCAGAG 

TTTGAC CAGAGCAAAG CTGAAAAATG 

AATAACTAACCCCCTTTCCCTGCTAG 

AAATAACAATTAGATGCC 

CCCI 1 1 1 1 GTCCCCCAACTTGAGATG 

TATGAAGGCTTTTGGTCTCCCTGG 

ATTAGACCAGACCAGTGTATTTCTAA 

AGAAAATCCTGACATGCACAC CCA 

GACCCTACTGCTGATGATACCAGTGC 

TGCTGTAACTGAAGAAATGCCACC 

ACAGGCAAAGTGACAGGGGAAAAGG 

AATTAGTCTAAGAGTAAGGGGATGA 

CTTTCCTCTTGCTGCTGGGGCCTAGG 

TCTTCTTGCTGCTGCTTCCTTTTC 

AGAGI 1 1 1 1 GTTGGTAGACTGGAGCT 

GGGATGTTGAATCAACCTCAGGCA 

TGCCTGAGGTTGATTCAACATCCCAG 

CTCCAGTGTACCAACAAAAACTCT 

CTGACGATCAGCTTGGAACAGCCAAA 

CAG AATTAACG C AACTAATAAC CT 

TCCTTTTATGCATTGGAGGAAAAACA 

TGTTGGCTTTTCTCTTGACGTGGG 

CCCACGTCAAGAGAAAAGCCAACATG 

TTTTTCCTCCAATGCATAAAAGGA 

CTCAGGAAACCCGACAGAAGAAACAT 

GTAACACAGAACTCACGTCCACTA 

ACTCGAGACGTAAATTATGGCTGAAT 

CATCCGCTACCTTCACGCCAATGG 

TGCTGTTTTCATTCTGCATTTGTGTAG 

TTTG GTG CTTTGTTCCAAGTTAA 

AAAAATGACAAAA GTTATCACCAAAA 

CCCCCTTTCCCATCTTGCACTGTT 

AGCTTTTAATGCTCCAAATGCTGACC 

CATGCAATATTTCCTCATGTGATC 

AAAAGAAATGCAGGTTTATTATCCAG 
CACTGAGAGAGTTAACAAGGACTG 
AGAGAGACTTCTCATTGGCTGTGAAG 
GTAGAGCTTTTGGG GAAATTCCTG 

CAG GAATTTC CCC AAAAG CTCTACCT 
TCACAGCCAATGAGAAGTCTCTCT 

AGAGAG ACTTC TCATTGGCTGTGAAG 
GTAGAGCTTTTGGGGAAATTCCTG 
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147 


cDNA T-cells 


Hs.327 


NM_001558 


148 


cDNA T-cells 


Hs.32970 


NMJJ03037 


149 


literature 


Hs.334687 


NM_0QQ569 


150 


cDNA T-cells 


Hs.303649 


M26683 


151 


cDNA T-cefls 


Hs.105938 


X53961 


152 


cDNA T-cells 


Hs.36 


D12614 


153 


cDNA T-cells 


Hs.278670 


AB034205 


154 


cDNAT-ceHs 


Hs-3886 


NMJ)02267 


155 


cDNAT-cells 


Hs.394 


NMJ101124 


156 


literature 


Hs.40034 


NMJ)00885 


157 


cDNA T-cells 


Hs.41724 


NM_002190 


158 


cDNA T-cells 


Hs.44163 


NMJ>18838 


159 


cDNA T-cells 


Hs.44926 


X60708 * 


160 


literature 


Hs.46 


D10202 


161 


cDNA T-cells 


Hs.48433 


NMJ)14345 


162 


cDNA T-cells 


Hs.50002 


AB000887 


163 


cDNA T-cells 


Hs.50404 


U86358 


164 


cDNAT-cells 


Hs.50964 


NMJJ01712 


165 


cDNA T-cells 


Hs.301921 


NM_001295 


166 


cDNA T-cells 


Hs.54457 


NM_004356 


167 


cDNA T-ceDs 


Hs.54460 


U46573 


168 


cDNA T-cellS 


Hs.54609 


NM_014291 


169 


cDNA T-cells 


Hs.55921 


NM_004446 


170 


cDNA T-cells 


Hs.57987 


NM.022898 


.171 


cDNA T-cells 


Hs.59403 


NM_004863 


172 


cDNA T-cells 


Hs.5985 


NM_020240 


173 


cDNA T-cells 


Hs.6179 


BG929114 


174 


cDNA T-cells 


Hs.62192 


J02931 


175 


cDNA T-cells 


Hs.62192 


NMJ301993 


176 




He R9A 


vi 1 Vi_U U UO OH 


177 


nterature 


Hs.62954 


NMJJ02032 


178 


Dterature 


Hs.62954 


NM_002032 


179 


literature 


Hs.62954 


NM_002032 


180 


literature 


Hs.652 


NM 000074 


181 


cDNA T-cells 


Hs.66053 


AB051540 


182 


cDNA T-cells 


Hs.66151 


AL1 57438 


183 


cDNA T-cells 


Hs.6975 


NM_0 14086 


184 


cDNA T-cells 


Hs.70186 


NM_003169 



Table 8 

4504632 lnterteukin-1 0 receptor mRNA 

complete IL10RA 
4506968 signaling lymphocytic activation 

molecule (S 
12056966 Fc fragment of IgG, low affinity Ilia, 
receptor for (CD16) (FCGR3A) 
184641 Interferon gamma treatment inducible 

mRNA Monocytes 
3441 5 lactofenin /cds=(294,2429) Neutrophfls 

21 991 1 lymphotoxin (TNF-beta), complete cds 
T-cells, B-cells 

6B99845 Acid-inducible phosphoprotein 

4504898 karyopherin alpha 3 (Importin alpha 4) 

(KPNA3) 
4501944 adrenomedullin (ADM), 

6006032 integrin, alpha 4 (antigen CD49D, alpha 
4 subunit of VLA-4 receptor) (ITGA4) 

4504650 interieukin 17 (cytotoxic T-lymphocyte- 
associated serine esterase 6) 

1 0092656 1 3kDa differentiation-associated 
protein (L 

35335 pcHDP7 mRNA for liver dipept'dyl 

peptidase IV /cds=(75 
219975 for platelet-activating factor receptor, 

7657183 endocrine regulator (HRIHFB2438). 

mRNA /cds= 
2189952 fbrEBH-ligandchemokine; complete 

cds 

2388626 chemokine (TECK) mRNA, complete 

cds /cds=(0,452)/gb 
4502404 carcinoembryonic antigen-related cell 

adhesion molecule 1 (CEACAM1) 
4502630 chemokine (C-C motif) receptor 1 

(CCR1), 

4757943 CD81 anBgen (target of antiproliferative 
antibody 1) 

1 280140 eotaxin precursor mRNA, complete cds 

/cds=(53,346)/ 
7657117 glycine C-acetyltransferase {2-amino- 

3-keto 

4758293 glutamyl-proryl-tRNA synthetase 

(EPRS). mRN 
1 2597834 B-cell lymphoma/leukaemia 1 1 B 

(BCL11B), mRNA 
4758667' serine palmitoyltransferase, long chain 

base subunit 2 (SPTLC2) 
9910377 non-kinase Cdc42 effector protein 

SPEC2 (LOC56990), 
14323637 Does not hit the NM_ numbers two 

splice variants. Direction unknown 

339501 placental tissue factor (two forms) 

mRNA, complete cd 
10518499 coagulation factor 111 (thromboplastin, 

tissue factor)(F3), mRNA 
1083497T interieukin 8 (IL8), 

4503794 50 ferritin, heavy polypeptide 1 

(FTH1), mRNA/c 
4503794 60 ferritin, heavy polypeptide 1 

(FTH1), mRNA/c 

4503794 70 ferritin, heavy polypeptide 1 
(FTH1), mRNA/c 

n 

4557432 tumor necrosis factor (figand) 

superfamily, member 5, TNFSF5 
12698050 mRNA for KIAA1753 protein, partial 
cds /cds=(0 

7018513 mRNA; cDNA DKFZp434A1 15 (from 

clone DKFZp434A1 
7682589 PRO1073 protein (PRO1073), 

450731 2 suppressor of Ty (S.cerevisiae) 5 
homolog (SUP 



1 CATCTCAGCCCTGCCTTTCTCTGGAG 

CATTCTGAAAACAGATATTCTGGC 
1 TCATGATAACCTGCAGACCTGATCAA 

GCCTCTGTGCCTCAGTTTCTCTCT 
1 ATGGGGGTAATAAGAGCAGTAGCAG 

CAGCATCTCTGAACATTTCTCTGGA 
1 GAAATTGCTTTTCCTCTTGAACCACA 

GTTCTACCCCTGGGATGTTTTGAG 
1 AATTCCTCAGGAAGTAAAACCGAAGA 

AGATGG CCCAGCTCCCCAAGAAAG 
1 AACATCGAAGGAGAAACAGAGACAG 

GCCCAAGAGATGAAGAGTGAGAGGG 

1 TCGTGTGAATCAGACTAAGTGGGATT 

TCATTTTTACAACTCTGCTCTACT 
1 G CATATAC AAGTTGGAAGACTAAAGA 

GGTGCAATGTGATCTGAGCCTCCA 
1 TGAGTGTGTTTGTGTGCATGAAAGAG 

AAAGACTGATTACCTCCTGTGTGG 
1 AGCTGTTCCCAAATTTTCTAACGAGT 

GGAC CATTATCACTTTAAAG CCCT 

1 ATCAACAGACCAACA 1 1 1 1 ICTCTTCC 

TCAAGGAACACTCCTAGGGCCTG 
1 TATGACTGATGATCCTCCAACAACAA 

AAC CACTTACTG CTCGTAAATTCA 
1 AAAATACTGATGTTC CTAGTGAAAGA 

G GC AG CTTGAAACTGA GATGTGAA 
1 GGAAGACTTTAAACCACCTAGTTCTC 

CCACTGGGGCATCGGTCTAAAGCT 
1 CCCTGTTCCACAAACCCATATGTATC 

CTTTCCTCAACCTCCTCCTTTCCC 
1 GTGTGTGAGTGTGAGTGTGAGCGAG 

AGGGTGAGTGTGGTCAGAGTAAAGC 
1 TCTGGTCATTCAAGG ATCCCCTC C CA 

AGGCTATGCTTTTCTATAACTTTT 
1 GGCAGCTCAGGACCACTCCAATGAC 

CCACCTAACAAGATGAATGAAGTTA 
1 TGTTCTTCATCTAAGCCTTCTGGTTTT 

ATGGGTCAGAGTTCCGACTGCCA 
1 GCCTTCATGCACCTGTCCTTTCTAAC 

ACGTCGCCTTCAACTGTAATCACA 
1 CCCTCTCCTCTCTTCCTCCCTGGAAT 

CTTGTAAAGGTCCTGGCAAAGATG 
1 CTGGGCTGGGACGTGACCTGTGCTG 

AGGGCTGTGAGAATGTGAAACAACA 
1 GGGATGAACGAAAGCCCCCTCTTCAA 

CTCCTCTCACI 1 1 1 IAAAGCATTG 
1 ACAATGTTGAGTTCAGCATGTGTCTG 

CCATTTCATTTGTACGCTTGTTCA 
1 TTTCAGTCCCAGAACCTACAGATACC 

CTGCTACTTGCTTCACGTGGATGC 
1 AATTCAGTTAG CTCCATTCAGAACCA 

AATGCAGTCCAAGGGAGGTTATGG 
1 CCCATCTTACAGAAGTTGAGGCCAAG 

GGAGAATGGTAGGCACAGAAGAAA 

1 TGTGTTAAGTGCAGGAGACATTG GTA 

TTCTGGGGACCTTCCTAATATGCT 
1 TGTGTTAAGTGCAGGAGACATTGGTA 

TTCTGGGCAGCTTCCTAATATGCT 
1 AGCTGTGTTGGTAGTG CTGTGTTGAA 

TTACGGAATAATGAGTTAGAACTA 
1 TGTTGGG GTTTCCTTTACCTTTTCTAT 

AAGTTGTACCAAAACATCCACTT 
1 TGCATGTTGGGGTTTCCTTTACCTTTT 

CTATAAGTTGTACCAAAACATCCACTT 

AAGTTC 

1 TGTTGGGGTTTCCTTTACCTTTTCTAT 

AAGTTGTACCAAAACATCCACTTAAG 

TTCTTTGATTTGTACCA 
1 TCTACCTGCAGTCTCCATTGTTTCCA 

GAGTGAACTTGTAATTATCTTGTT 
1 GTGTGCGTGTGTGTGTGCCTGTCCA 

GTGTATATTGTGTCTTAGCTTCCAT 
1 CTGAAGGGAAGAGAG CCTTGAATAG 

ACTGAAGCGAAGACGGTTCTGCAAG 
1 TTCTCTGCATCTAGG CCATCATACTG 

CCAGG CTGGTTATGACTCAGAAGA 
1 CT TCCT GTACCTCCTCCCCACAGCTT 

GCTTTTGTTGTACCGTCTTTCAAT 
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185 


cDNA T-ceils 


Hs.70258 


N21089 


186 


cDNA T-ce!ls 


Hs.70258 


N21089 


187 


cDNAT-cells 


Hs.70258 


AA743863 


188 


cDNAT-cells 


Hs.70258 


AA743863 


189 


cONATcetls 


Hs.72918 


NM 002981 


190 


cDNA T-cells 


Hs.73165 


U64196 


191 


cDNAT-cells 


HsJ37 


NMJHM907 


192 


cDNA T-cells 


Hs.73742 


NM_001002 


193 


cDNA T-cells 


Hs.73792 


J03565 


194 


cDNAT-cells 


Hs.73798 


NMJJ02415 


195 


cDNA T-cells 


Hs.738 


NM_003973 


196 


cDNA T-cells 


Hs.73800 


NM_Q03005 


197 


cONA T-ceils 


HsJ3817 


D90144 


198 


cDNA T-cells 


Hs.73818 


NM.006004 


199 


cDNA T-cells 


Hs.73839 


NM_002935 


200 


cDNAT-cells 


Hs.73917 


M13982 


201 


cDNA T-cells 


Hs.74011 


NMJJ02286 


202 


cONA T-cells 


Hs.74085 


X54870 


203 


cDNAT-cells 


Hs.74335 


NMJ107355 


204 


cONA T-cells 


Hs.74621 


NMJW0311 


205 


cDNA T-cells 


Hs.75249 


D31885 


206 


cONA T-ceils 


Hs.75348 


NM_006263 


207 


cONAT-ceUs 


Hs.75545 


X52425 


208 


cDNAT-cells 


. Hs.75596.. 


NMJ)00878 


209 


literature 


Hs.75613 


.M24795 


210 


cDNA T-cells 


Hs.75678 


NMJJ06732 


211 


cDNAT-cells 


Hs.75703 


J04130 


212 


cONA T-ceJIs 


Hs.75703 


J04130 


213 


cDNA T-cells 


Hs.75703 


J04130 


214 


cDNA T-ceils 


Hs.75968 


' NM_021109 


215 


cDNA T-cells 


Hs.76506 


NM_002298 


216 


cDNA T-ceils 


Hs.76640 


NMJM4059 


217 


cDNA T-cells 


Hs.76753 


NMJTO0118 


218 


cONA T-ceils 


Hs.77039 


NMJJ01006 


219 


literature 


Hs.77318 


L133B5 


220 


cDNAT-cells 


Hs.77424 


X14356 


221 


cONA T-cells 


Hs,77502 


BC001854 



Table 8 

1 126259 IMAGE265324 Foreskin 3* read 2.0 kb 

1 126259 Complement IMAGE:265324 Foreskin 

3* read 2.0 kb 
2783214 IMAGE:1308639 5' read, perfect hit 

2783214 Complement IMAGE1308639 5* read, 
perfect hit 

4506832 small inducible cytokine A1 (1-309, 

homologous to mouse Tca-3) (SCYA1) 

1 685027 IH 2 receptor beta2 mRNA, complete 

cds /cds=(640,322 
4758313 immediate early protein (ETR101), 

mRNA/cds=( 
4506666 ribosomal protein, large, PO (RPLP0), 

181919 Epstein-Barr virus complement receptor 
type (I(cr2) 
45051 84 macrophage migration inhibitory factor 
(MIF) 

4506600 ribosomal protein L14 (RPL14), mRNA 
/cds=(17,6 

6031 196 selectin P (granule membrane protein 

140kD, antigen CD62) (SELP) 
219905 LD78 alpha precursor, complete cds /c 

5174744 ubiquinol-cytochrome c reductase 

hinge prote 
4506550 ribonuctease, RNase A family, 3 

(eosinophil cationic protein) (RNASE3) 

186334 rnterleukin4(IL-4)mRNA 

1 1 693297 lymphocyte-activation gene 3 (LAG3), 

35062 NKG2-Dgene/cds=(338,988) 
/gb=X54870/gi=3 

6680308 heat shock 90kD protein 1, beta 

(HSPCB), mRNA/ 
4506112 prion protein (p27-30) (Creutzfeld- 

Jakob dis 

505097 ADP-ribosylation factor-like 6 interacting 
protein 

5453989 proteasome (prosome, macropain) 
activator subunlt 1 (PA28 alpha) 
(PSME1), 
33833 interteukin 4 receptor 

4504664 interleukin 2 receptor, beta (1L2RB), 

178670 CD36 antigen mRNA 

5803016 FBJ murine osteosarcoma viral 

oncogene homolo 
178017 50 activation (Act-2) mRNA, complete 

cds /cds={1 08,386) 
178017 60 activation (Act-2) mRNA, complete 

cds /cds=(108 I 386) 

178017 70 activation (Act-2) mRNA, complete 
cds /cds=(108,386) 

1 1 056060 thymosin, beta 4, X chromosome 
(TMSB4X), mRNA 

7382490 lymphocyte cytosolic protein 1 (L- 
piastin) (L 

7662650 RGC32 protein (RGC32), mRNA 

/cds=(146,499)/g 
4557554 endoglin (Osler-Rendu-Weber 

syndrome 1) (ENG), 
4505722 ribosomal protein S3A(RPS3A), 

mRNA /cds=(36,8 
349823 Miller-Dieker lissencephary protein 

(US1) 

31331 high affinity Fc receptor (FcRI) 
/cds=(36,116 
12804818 , methionine adenosyltransferase f», 
alpha, c 
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1 AACCTGCACAAGCATGTAATAAAAGA 

GCACACTTAAAAACATTCTGACCA 
-1 TGGTCAGAATGI 1 1 1 IAAGTGTGCTC 

TTTTATTACATGCTTGTGCAGGTT 
1 CCTTCTGAAGGTGTATAGATACAGCT 

TGTCTTGAAATGTCTTTCTCCACA 
-1 TGTGGAGAAAGACATTTCAAGACAAG 

CTGTATCTATACACCTTCAGAAGG 
1 TGCTAGGTCACAGAGGATCTGCTTGG 

TCTTGATAAGCTATGTTGTTG CAC 

1 CTAGAGG ACCATTCATG CAATGACTA 

TTTCTAAAGCACCTGCTACACAGC 
1 GGGAGTTTCTGAGGGTCTGCTTTGTT 

TACCTTTCGTGCGGTGGATTCTTT 
1 TCGGAGGAGTCGGACGAGGATATGG 

GATTTGGTCTCTTTGACTAATCACC 
1 TTCCTTCCTCGGTGGTGTTAATCATTT 

CGTTTTTACCCTTTACCTTCGGA 
1 GTCTACATCAACTATTACGACATGAA 

CGCGGCCAATGTGGGCTGGAACAA 
1 CAGAAGGGTCAAAAAGCTCCAGCCC 

AGAAAGCACCTGCTCCAAAGGCATC 
1 GACCTTCCTGCCACCAGTCACTGTCC 

CTCAAATGACCCAAAGACCAATAT 
1 GAGATGGGGAGGGCTACCACAGAGT 

TATCCACTTTACAACGGAGACACAG 
1 ATGGGTTTGGCTTGAGGCTGGTAGCT 

TCTATGTAATTCGCAATGATTCCA 
1 CATCCCTCCATGTACTCTGGGTATCA 

GCAACTGTCCTCATCAGTCTCCAT 

1 ACCTTACAGGAGATCATCAAAACTTT 
GAACAGCCTCACAG AG CAGAAGAC 

1 GAGAAGACAGTGGCGACCAAGACGA 
TTTTCTG CCTTAGAG CAAG G GATTC 

1 CAGGGGATCAGTGAAGGAAGAGAAG 
GCCAGCAGATCAGTGAGAGTGCAAC 

1 CCCATTCCCTCTCTACTCTTGACAGC 

AGGATTGGATGTTGTGTATTGTGG 
1 ACTTAATATGTGGGAAACCCTTTTGC 

GTGGTCCTTAGGCTTACAATGTGC 
1 AAAATACAAGGGCTGTTGGTGAGAGC 

AGACTTGAGGTGATGATAGTTGGC 
1 CCAGATTTTCCCCAAACTTGCTTCTG 

TTGAGATTTTTCCCTCACCTTGCC 

1 ACCTTGGGTTGAGTAATGCTCGTCTG 

TGTGTTTTAGTTTCATCACCTGTT 
1 AAACTCCCCTTTCTTGAG GTTGTCTG 

AGTCTTGG GTCTATGCCTTGAAAA 
1 CTCAGTGTTGGTGTGGTGATGTTTGT 

TGCTTTTATGATTTCATATTGTGC 
1 CTGTATCTTTGACAATTCTGGGTGCG 

AGTGTGAGAGTGTGAGCAGGGCTT 
1 GATAAGTGTCCTATGGG GATGGTCCA 

CTGTCACTGTTTCTCTGCTGTTGC 
1 TTTAGCCAAAGGATAAGTGTCCTATG 

GGGATGGTCCACTGTCACTGTTTCTC 

TGCTGTTG 
1 ATTTATATTAGTTTAG C C AAAG GATAA 

GTGTCCTATGGGGATGGTCCACTGTC 

ACTGTTTCTCTGCTGTT 
1 GAAGGAAGAAGTGGGGTGGAAGAAG 

TGGGGTGGGACGACAGTGAAATCTA 

1 CCATCAATGAGGTATCTTCTTTAGTG 

GTGGTATGTAATGGAACTTAGCCA 
1 AAAG ACGTGCACTCAACCTTCTAC CA 

GGCCACTCTCAGGCTCACCTTAAA 
1 CCAAGCTGCTTGTCCTG GGCCTGCC 

CCTGTGTATTCACCACCAATAAATC 
1 CACTGGGGACGAGACAGGTGCTAAA 

GTTGAACGAGCTGATGGATATGAAC 
1 CGTTGCTGAAGTGGTAATTGAGGAAA 

ACAGTTCC CCAGATTGTTAAGAGT 
1 CTCCCCGTGAGCACTGCGTACAAACA 

TCCAAAAGTTCAACAACACCAGAA 
1 AGTGCCTTTCAGGATCTATTTTTGGA 

GGTTTATTACGTATGTCTGGTTCT 
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222 


cDNA T-ceDs 


Hs.77729 


NMJ302543 


223 


cDNAT-ceJls 


Hs.77729 


AB010710 


224 


cDNAT-cells 


HS78146 


M28526 


225 


cDNA T-cells 


Hs.78225 


NM_000700 


226 


literature 


HS785 


NMJX)Q419 


227 


cDNA T-ceDs 


Hs.78713 


NMJJ02635 


228 


cDNA T-ceDs 


Hs.78864 


M31932 


229 


cDNA T-ceDs 


Hs.789 


X54489 


230 


literature 


Hs78996 


BC000491 


231 : 


cDNAT-cells 


Hs79008 


NM_012245 


232 


cDNA T-ceDs 


HS79022 


U 10550 


233 


cDNA T-cells 


Hs79110 


NMJJ05381 


234 


cDNAT-cells 


HsJ9197 


NMJJ04233 


235 


CDNAT-cells 


Hs.79630 


S75217 


236 


cDNA T-cells- 


Hs.80358 


NMJXM653 


237 


cDNAT-cells 


Hs.80420 


U84487 


238 


cDNAT-cells 


Hs.80617 


NM_001020 


239 


cDNAT-cells 


Hs.60642 


L78440 


240 


cDNAT-cells 


Hs.81226 


X60992 


241 


cDNA T-cells 


Hs.8128 


NMJ)14338 


242 


CDNAT-cells 


Hs.81564 


NMJXJ2619 






fla.O IOD3 




244 


cDNA T-cells 


Hs.82132 


NMJJ02460 


245 


cDNA T-cells 


Hs.82132 


m_002460 


246 


cDNA T-cells 


Hs.82132 


NM_002460 


247 


literature 


Hs.82359 


X63717 


248 


literature 


Hs.82401 


NMJJ01781 


249 


cDNA T-cells ■ 


Hs.279841 


NMJJ06296 


250 


cDNA T-cells 


HS.82B29 


M25393 


251 


literature 


Hs.82848 


NM_000855 


252 


cDNA T-cells 


Hs.83077 


D49950 


253 


cDNAT-cells 


Hs.83086 


L38935 


254 


cDNAT-cells 


Hs.83583 


NMJTO5731 


255 


cDNA T-cells 


Hs.83731 


NMJ501772 


256 


cDNA T-cells 


Hs.838 


NMJW5191 


257 


literature 


Hs.83968 


NM_000211 


258 


Dterature 


Hs.84 


D11086 


259 


cDNAT-cells 


Hs.845 


U31120 


260 


cDNA T-cells 


Hs.85258 


M12824 



Table 8 

4505500 oxidised low density lipoprotein (lectirv 
Hke 

2828355 lectMke oxidized LDL receptor 

189775 platelet endothelial cell adhesion 

molecule (PECAM-1) 
4502100 annexin A1 (ANXA1), mRNA 

/cds=(74,1114)/gb=N 
6006009 integrin, alpha 2b (platelet glycoprotein 

lib 

4505774 solute carrier family 25 (mitochondrial 
cam* 

1 82473 IgG low affinity Fc fragment receptor 

(FcRlla) mRNA, c 
34625 melanoma growth stimulatory activity 
(MGSA) 

1 2653440 proliferating cell nuclear antigen 

6912675 SKl-INTERACTl NG PROTEIN 

(SNW1), mRNA/cds=(2 
762886 Gem GTPase (gem) mRNA, complete 

cds /cds=(213,1103)/ 
4885510 nucleolin (NCL), 

4757945 CD83 antigen (activated B 

lymphocytes, immuno 
241773 mb-1=fgM*!pha 

4759149 SMC (mouse) homolog, Y 

chromosome (SMCY), mRNA 
1 888522 CX3C chemokine precursor, mRNA, 

alternatively splice 
14591912 ribosomal protein S16 (RPS16), mRNA 

/cds={37,4 
1479978 STAT4 mRNA, complete Cds 
/cds=(81,2327)/gb=L 
2981 7 CD6 mRNA for T cell glycoprotein CD6 
/cds=(120,152 
1 34891 1 1 phosphatidylserine decarboxylase 
(PISD), 

4505732 platelet factor 4 (PF4). mRNA. 

34084 c-kit proto-oncogene mRNA 
/cds=(21,2951) /gb=X06182 

4505286 50 Interferon regulatory factor 4 
(IRF4), mRNA/ 

4505286 60 interferon regulatory factor 4 
(IRF4), mRNA / 

4505286 70 interferon regulatory factor 4 
(IRF4), mRNA / 

28741 APO-1 cetl surface antigen 

/cds=(220,122 
4502680 CD69 antigen (p60, early T-cell ) 

Activated B & T cells. 
54541 63 vaccinia related kinase 2 (VRK2), 

mRNA/cds=(1 
190740 protein tyrosine phosphatase (PTPase) 

mRNA, complete 
571 3320 selectin L (lymphocyte adhesion 

molecule 1) ( 
140531 8 for interferon-gamma Inducing 

activated macrophages 
1008845 GT212 mRNA /cds=UN KNOWN 

/gb=L38935 /gM00884 
5031 598 actin related protein 2/3 complex, 

subunit2( 

4502654 CD33 antigen (gp67)(CD33), mRNA. 

4885122 CD80 antigen (CD28 antigen figand 1, 
B7-1 antig 

4557885 integrin, beta 2 (antigen CD18 (p95), 

macrophage antigen 1 (mac-1) 
30361 1 interteukm 2 receptor gamma chain 

1 045451 interieukin-1 3 (IL-1 3) precursor gene, 
activated T cells 

339426 T-cell differentiation antigen Leu-2/T8 
mRNA 



1 AGAACAAACTAAGCCAGGTATGCAAA 

TATCGCTGAATAGAAACAGATGGA 
1 AGAACAAACTAAGCCAGGTATGCAAA 

TATCGCTGAATAGAAACAGATGGA 
1 GCAATTCCTCAGGCTAAGCTGCCGGT 

TCTTAAATCCATCCTGCTAAGTTA 
1 TCCTGGTGGCTCTTTGTGGAGGAAAC 

TAAACATTCCCTTGATGGTCTCAA 
1 CTTTGGGTTGGAGCTGTTCCATTGGG 

TCCTCTTGGTGTCGTTTCCCTCCC 
1 AGAAAAAGCTTG GGTTAACTCAGTAG 

TTAGATCAAAGCAAATGTGGACTG 
1 ACAGATGTAGCAAC ATGAGAAACG CT 

TATGTTACAGGTTACATGAGAGCA 
1 TGTTTMTGGTAGTTTTACAGTGTTTC 

TGGCTTAGAACAAAGGGGCTTAA 
1 TGCCAGCATATACTGAAGTCTTTTCT 

GTCACCAAATTTGTACCTCTAAGT 
1 GCTGCATATGAGTAAAGTTACCCCAA 

CCAC AGTGAG GAG GAAG ATGTTCA 
1 AAAC CTCCAGTACTTTGGTTGAC CCT 

TGTATGTCACAGCTCTGCTCTATT 
1 ACCTGATCAATGACAGAGCCTTCTGA 

GGACATTCCAAGACAGTATACAGT 
1 GCCCTTCCCTTCTTGGTTTCCAAAGG 

C^TTTATTGCTGAGTTATATGTTC 
1 CTGATTGTAG CAGCCTCGTTAGTGTC 

ACCCCCTCCTCCCTGATCTGTCAG 
1 ACCAAAAAGAATAGGGAAAAACAAGA 

ATTTCATGACTCTACCTGTGGTCT 
1 GACTTTTCCAACCCTCATCACCAACG 

TCTGTGCCATTTTGTATTTTACTA 
1 GCTCGCTACCAGAAATCCTACCGATA 

AGCCCATC GTGACTCAAAACTCAC 
1 ACCTGAGTCCCACAACAATTGAAACT 

GCAATGAAGTCTCCTTATTCTGCT 
1 AATTGATGAG GATGCTCCTGGGAGG 

GATGCGTGACTATGTGGTGTTGCAC 
1 TG AAATATGG G AAAGTTGCTGCTATT 

GATTCAGGGTCTGTCTTGGAGGCA 
1 CAACTGATAGCCACGCTGAAGAATGG 

AAGGAAAATTTG CTTG G ACCTG C A 
1 TGTGTAAATACATAAGCGGCGTAAGT 

TTAAAGGATGTTG GTGTTCCAC GT 
1 AACCCTCCTCCAATGGAAATTCCCGT 

GTTG CTTC AAACTG AGACAGATG G 
1 CCTCCAATGGAAATTCCCGTG7TGCT 

TCAAACTGAGACAGATGGGACTTAAC 

AGGCAATG 
1 CCAACCCTCCTCCAATGGAAATTCCC 

GTGTTGCTTCAAACTGAGACAGATGG 

GACTTAACAGGCAATGGG 
1 AATCATCATCTGGATTTAG GAATTGC 

TCTTGTCATACCCCCAAGTTTCTA 
1 GCAAGACATAGAATAGTGTTGGAAAA 

TGTGCAATATGTGATGTGGCAAAT 
1 TCTCCATCTTGGTATAAATACACTTCC 

ACAGTCAGCACGG G GATCACAGA 
1 TCTCCTTACTGGGATAGTCAGGTAAA 

CAGTTGGTCAAGACTTTGTAAAGA 
1 ACCCATGATG AGCTCCTCTTC CTG GC 

TTCTTACTGAAAGGTTACCCTGTA 
1 TGACATCATATTCTTTCAGAGAAGTG 

TCCCAGGACATGATAATAAGATGC 
1 ATCAGAAACCGAAGATTAACTACACA 

GCTCCAGAAGACTCAG AC CTCAAA 
1 CAG GTTCTTAAGG GATTCTC C GTTTT 

G GTTC C ATTTTGTA CACGTTTG GA 
1 CTAGAAGATCCACATCCTCTACAGGT 

CGGGGACCAAAGGCTGATTCTTGG 
1 CTTCTTTTG C C ATGTTTC C ATTCTG CC 

ATCTTGAATTG TCTTGTCAGC CA 
1 CATGGAGACTTGAGGAGGGCTTGAG 

GTTGGTGAGGTTAG GTGCGTGTTTC 
1 CCCATGTAAGCACCCCTTCATTTGGC 

ATTCCCCACTTGAGAATTACCCTT 
1 CTTGGGCCAGACTGTCAGGGTTCAA 

GGAGGGCATCAGGAGCAGACGGAGA 

1 CCTCCGCTCAACTAGCAGATACAGG 
GATGAGGCAGACCTGACTCTCTTAA 
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261 


cONA T-celis 


Hs.85286 


X51841 


262 


literature 


Hs.856 


NM_000619 


263 


cDNAT-cells 


Hs.87149 


M35999 


264 


cDNAT-cetls 


Hs.87409 


X14787 


265 


cDNA T-cells 


Hs.88474 


M59979 


266 


cDNAT-cells 


Hs.88820 


NM_016649 


267 


cONA T-cells 


NA 


AQ336195 


268 


literature 


Hs.89137 


X13916 


269 


cDNA T-cells 


Hs.89414 


AF147204 


270 


cONA I -cells 


Hs.89476 




271 


cONA T-cells 


Hs.89575 • 


M89957 


272 


literature 


Hs.89679 


NM_000586 


273 


literature 


Hs.89679 


NM_000586 


274 


literature 


Hs.89679 


NMJJ00586 


275 


cDNA T-cells 


Hs.89751 


NMJ)21950 


276 


cDNA T-cells 


Hs.89887 


D38081 


277 


cDNA T-cells 


Hs.93304 


U24577 


278 


cDNAT-cells 


Hs.93649 


NMJJ03367 


279 


literature 


Hs.93913 


X04430 


280 


cDNAT-cells 


Hs.960 


NM_000590 


281 


cONA T-cells 


Hs.96023 


M28170 


282 


cDNA T-cells 


Hs.96487 


BF222826 


283 


cDNA T-cells 


Hs.9663 


NMJ)13374 


284 


cDNAT-cells 


Hs.96731 


AB014555 


285 


literature 


Hs.99863 


NMJJ01972 


286 


_p> » i » -r- __n_ 

cDNA T-cells 


Hs.99899 


NM_001 252 


287 


literature 


HS.169476 


NM_002046 


288 


literature 


HS.169476 


NMJ502046 


289 


literature 


Hs.1 69476 


NMJ302045 


290 


literature 


Hs.169476 


NM_002046 


291 


literature 


Hs.169476 


NM_002046 


292 


literature 


Hs.169476 


NM_002046 


too 


literature 


ns. iczyof 


KIM 071130 


294 


literature 


Hs.1 82937 


NM_021130 


295 


literature 


Hs.182937 


NMJ)21130 


296 


literature 


Hs.182937 


NMJ)21130 



Table 8 

33910 mRNA for integrin beta(4)subunit 

10835170 interferon, gamma (IFNG), mRNA T- 
ceils, NK cells 
1 83532 platelet glycoprotein Ilia (GPIIIa) mRNA, 

complete c 
37464 thrombospondin /cds=(1 1 1 ,3923) 

/gb=X14787 
189886 prostaglandin endoperoxide synthase 

7705402 HDCMC28P protein (HDCMC28P), 

4143104 CDNA clone IMAGE4143104 Wood 3' 
read 

34338 LDL-receptor related protein 

6002763 chemokine receptor CXCR4-Lo 

(CXCR4) mRNA, alt 
1 80093 T-cell surface antigen CD2 (T1 1) 

mRNA, complete cds, c 
1 7931 1 immunoglobulin superfamily member B 

cell receptor co 

10835148 50 irrterleukin 2 (IL2). 
10835148 60lnterteukin2(IL2), 



10835148 70interteukin2(IL2), 



11386186 CD20 antigen 
533325 thromboxane A2 receptor 

1314245 LDL-phospholipase A2 mRNA, 
complete cds /cds=(216,15 

4507846 upstream transcription factor 2, c-fos 
intera 

32673 IFN-beta 2a mRNA for interferorvbeta- 
2, T-ceDs, macrophages 
10834979 interleukin9(IL9), 

862622 cell surface protein CD1 9 (CD1 9) gene, 
Most B cells 
1 1 130003 ESTs, Highly similar to S08228 
ribosomal protein S2, cytosollc 
7019486 programmed cell death 6-interacting 

protein (PDCD6IP), 
3327123 mRNA for KIAA1375 protein, partial 

cds /cds=(0 
4503548 elastase 2, neutrophil (ELA2), 

4507604 tumor necrosis factor (ligand) 

superfamily, member 7(TNFSF7) 

7669491 50 Glyceraldehyde-3-phosphate 
dehydrogenase 

7669491 60 Glyceraldehyde-3-phosphate 
dehydrogenase 

7669491 70Glyceraldehyde-3-phosphate 
dehydrogenase 

7669491 50 Complement Glyceraldehyde-3- 
phosphate dehydrogenase 

7669491 60 Complemnt Glyceraldehyde-3- 
phosphate dehydrogenase 

7659491 70 Complement Gryceraldehyde-3- 
phosphate dehydrogenase 

1 0863926 50 peptidylprolyl isomerase A 

(cyclophflinA}, clone 
1 08B3926 60 peptidylprolyl isomerase A 

(cyclophflinA), clone 

10863926 70 peptidylprolyl Isomerase A 
(cyclophflin A), clone 

1 0863926 50 complement peptidylprolyl 

isomerase A (cyclophflin A), clone 



1 CAGCGGAACCCTTAGCACCCACATG 

GACCAACAGTTCTTCCAAACTTGAC 
1 ATGCCTGGTGCTTCCAAATATTGTTG 

ACAACTGTGACTGTACCCAAATGG 
1 CCTCTCTCCAAACCCGTTTTCCAACA 

TTTGTTAATAGTTACGTCTCTCCT 
1 TCATTTGTTGTGTGACTGAGTAAAGA 

A NN I GGATCAAGCGGAAAGAGT 
1 TGAGGATGTAGAGAGAACAGGTGGG 

CTGTATTCACGCCATTGGTTGGAAG 
1 G AAATTAAATGG GTTCCAG GTCTTAA 

AGAAAGTG CAGAAGAGATG GTCAA 
1 AACCACTATCATCTACGGCACAAACT 

TGCAAAAGCTGTCCACACCATTTT 
1 CCCGTTTTGGGGACGTGAACGTTTTA 

ATAATTTTTG CTGAATTCTTTACA 
1 TCAGTTTTCAGGAGTGGGTTGATTTC 

AGCACCTACAGTGTACAGTCTTGT 
1 AG C CTATCTG CTTAAGAGACTCTG GA 

GTTTCTTATGTG CCCTGGTGGACA 
1 GAGTAGAAG GAC AACAG G GC AG C AA 

CTTGGAGGGAGTTCTCTGGGGATGG 

1 GTTCTGGAACTAAAGGGATCTGAAAC 

AACATTCATGTG TGAATATG CAG A 
1 TGGAACTAAAG GGATCTGAAACAACA 

TTCATGTGTGAATATGCAGATGAGAC 

AGCAACCA 
1 CAG GGACTTAATCAG CAATATCAAC G 

TAATAGTTCTGGAACTAAAGGGATCT 

GAAACAACATTCATGTGT 
1 ACCCATTCCATTTATCTTTCTACAGG 

GCTGACATTGTGGCACATTCTTAG 
1 TGAACCTCCAACAGGGAAGGCTCTGT 

CCAGAAAGGATTGAATGTGAAACG 
1 TGAAG GAGATGATG AGAATCTTATTC 

CAGGGACCAACATTAACACAACCA 
1 CTCTCTGGAGGTACTGAGACAGGGT 

GCTGATG GGAAG GAGGGG AGCCTTT 
1 CTCTTCGGCAAATGTAGCATGG GCAC 

CTCAGATTGTTGTTGTTAATGGGC 
1 TTCCAGAAAGAAAAGATGAGAGGGAT 

GAG AG GCAAGATATGAAGATGAAA 
1 GGCCAGCCTGGACCCAATCATGAGG 

AAGATGCAGACTCTTATGAGAACAT 
1 AATGTTTGCCCAGAATAAAGAAAATA 

AG CTTTG C ACA CACTCTCAATTCT 
1 GGGAAAGAAATACCAACCCTGCAATA 

AGTGTACTAAACTCTACGCTCTGG 
1 CACCAGCG CCTTGGCTTTGTGTTAGC 

ATTTCCTCCTGAAGTGTTCTGTTG 
1 ACATCGTGATTCTCCAGCTCAACGGG 

TCGGCCACCATCAACGCCAACGTG 
1 AG CTACGTATCCATCGTGATGGCATC 

TACATGGTACACATCCAGGTGACG 
1 CCACACTGAATCTCCCCTCCTCACAG 

TTGCCATGTAGACCCCTTGAAGAG 
1 CAGTCCCCCACCACACTGAATCTCCC 

CTCCTCACAGTTGCCATGTAGACCCC 

TTGAAGAG 
1 CCATGTAGACCCCTTGAAGAGGGGA 

GGGGCCTAGGGAGCC GCACCTTGTC 

ATGTACCATCAATAAAGTAC 
-1 CTCTTCAAGGGGTCTACATGGCAACT 

GTGAGGAGGGGAGATTCAGTGTGG 
-1 CTCTTCAAGGGGTCTACATGGCAACT 

GTGAGGAGGGGAGATTCAGTGTGGT 

GGGGGACTG 
-1 GTACTTTATTGATG GTACATGACAAG 

GTGCGGCTCCCTAGGCCCCTCCCCT 

CTTCAAGGGGTCTACATGG 
1 TTTCCTTGTTCCCTCCCATGCCTAGC 

TG GATTG CAGAGTTAAGTTTATGA 
1 TTTCCTTGTTCCCTCCCATGCCTAGC 

TGG ATTG C AG AGTTAAGTTTATGATT 

ATGAAATA 
1 GTTCCATGTTTTCCTTGTTCCCTCCC 

ATGCCTAGCTGGATTGCAGAGTTAAG 

TTTATGATTATGAAATAA 
-1 TCATAAACTTAACTCTGCAATCCAGC 

TAGGCATGGGAGGGAACAAGGAAA 
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Table 8 

1 0863926 60 complement peptidytproryl 

isomerase A (cyclophflin A), clone 

10863926 70 complement peptidylprotyl 

isomerase A (cyclophilin A), clone 

5032086 mRNA for splicing factor (SF3A1) 
(120kD) 

4507732 Tu translation elongation factor, 

mitochondrial (TUFM) 
6996002 coatomer protein complex, subunit 

alpha (COPA) 
4502548 calmodulin 2 (phosphorylase kinase, 

delta) (CAIM2), 
5031 856 mRNA for lactate dehydrogenase-A 

(LDH-A, EC 1.1.1.27) 
51 74726 chaperonin containing TCP1 , subunit 3 

(gamma) (CCT3), 
4507148 superoxide dismutase (SOD-1) mRNA, 

complete cds 
4503460 Arabidopsis endotheIin-1 (EDN1) 

16206 Arabidopsis CAB photosystem 1 

chlorophyll a/b-binding protein (500 bp) 

16470 Arabidopsis RCA RUBISCO activase 
(513) 

1928871 Arabidopsis RBCL ribulose-1 ,5- 

biophosphate carboxylase/oxygenase 
large subunit 

8571 922 Arabidopsis lipid tmasfer protein 4 (527) 

8571 926 Arabidopsis lipid transfer protein 6 (477) 

67081 82 Arabidopsis papain-type cysteine 

endopepetidase (507) 
6137137 Arabidopsis root cap 1 (533) 

6649235 Arabidopsis NAC1 (457) 

7839390 Arabidopsis trios phosphate isomerase 
(498) 

1 6440 Arabidopsis PRKase gene for ributose-5- 
phosphate kinase (497) 
5016068 actin, beta (ACTB), 

4507456 50 Transferrin receptor 

4507456 60 Transferrin receptor 



4507456 70 Transferrin receptor 

4507456 50 Complement Transferrin receptor 
4507456 60 Complement Transferrin receptor 



4507456 70 Complement Transferrin receptor 



36E9 

36E9 

47D11 

47D11 

53G7 

53G7 

62C9 

62C9 

62G9 



-1 TATTTCATAATCATAAACTTAACTCTG 

CAATCCAGCTAGGCATGGGAGGGAA 

CAAGGAAA 
-1 TTATTTCATAATCATAAACTTAACTCT 

GCAATCCAGCTAGGCATGGGAGGGA 

ACAAG GAAAAC ATG GAAC 
1 GTCATCCACCTGGCCCTCAAGGAGA 

GAGGCGGGAGGAAGAAGTAGACAAG 

1 TGACTGAGGAGGAGAAGAATATCAAA 

TGGGGTTGAGTGTGCAGATCTCTG 
1 TGGTTTTCCAAAATG CACACTG CGGG 

TTATTGATTTGTTCTTTACAACTA 
1 ACTGTCAGCATGTTGTTGTTGAAGTG 

TGGAGTTGTAACTCTGCGTGGACT 
1 TGAGTCACATCCTGGGATCCAGTGTA 

TAAATCCAATATCATGTCTTGTGC 
1 GTTCTGCTACTG CGAATTGATGACAT 

CGTTTCAGGCCACAAAAAGAAAGG 
1 ACATTCCCTTGGATGTAGTCTGAGGC 

CCCTTAACTCATCTGTTATCCTGC 
1 ACTG GCTTCCATCAGTGGTAACTGCT 

TTGGTCTCTTCTTTCATCTGGGGA 
1 CCATTGGAGAACTTG GCAACTCACTT 

GGCGGATCCATGG CACAACAACAT 

1 TTTTCTCCTTTGTGTAATTGTG G ATTG 
GATCTTGTCCTCTTTTGTTCCCT 

1 TATTCTTTCGTGTCAGGGCTTGAACC 
AAGTATCCCCGCTTCTTCTACCCC 

1 CATCAAGTGAAGTGGGGAATAACGAC 

ATCATTTG CCTGAAGAGTATG GTT 
1 AATGAGGGCATTGGTTTGCTAGTTGC 

TAATTGATCAGTGATGTATTGTCA 
1 TGGAATCAACAAGATGGCTTCTTTCC 

CCACCAAAACTAAGTGATCATCAG 
1 TGGACCGTAATGAATGAATGTACACG 

CCATAAACGCCCTTTGTTCAAGCA 
1 CCTCACTCTTGTACCCACGGTAGATT 

CATGTAAAATACCACTTATGACGC 
1 GGTTAGCGACCTTGTTGTTGTTGTTG 

TGTTCTTACATCTTCTTCTTGAAC 
1 GG C GAAAAGGAC G GTCTTGCTTGTTT 

GTAATTTGTGTG GAGATAAAAAGA 
1 CCCI 1 1 1 1 GTCCCCCAACTTGAGATG 

TATGAAGGCTTTTGGTCTCCCTGG 
1 TGAAATATCAGACTAGTGACAAGCTC 

CTGGTCTTGAGATGTCTTCTCGTT 
1 GGTTGAGTTACTTCCTATCAAG CCAG 

TACCGTGCTAACAGGCTCAATATTCC 

TGAATGAA 
1 GTTGAGTTACTTCCTATCAAGCCAGT 

ACCGTGCTAACAGGCTCAATATTCCT 

GAATGAAATATCAGACTA 
-1 AACGAGAAGACATCTCAAGACCAGGA 

GCTTGTCACTAGTCTGATATTTCA 
-1 TTCATTCAGGAATATTGAGCCTGTTA 

GCACGGTACTGGCTTGATAGGAAGTA 

ACTCAACC 
-1 TAGTCTGATATTTCATTCAGGAATATT 

GAGCCTGTTAGCACGGTACTGGCTT 

GATAGGAAGTAACTCAAC 
1 TTTC AAGACAGAAAGTGACG CAGAG A 

ACCTCCCCGGCCCAGTCTCGACGC 
-1 GCGTCGAGACTGGGCCGGGGAGGTT- 

CTCTGCGTCACTTTCTGTCTTGAAA 
1 CCTAGACACCTGCATCAGTCAAGGTC 

ATG GATATTGGGAAGACAGACAGC 
-1 GCTGTCTGTCTTCCCAATATCCATGA 

CCTTGACTGATGCAGGTGTCTAGG 
1 AAATAAGAAGAGGAAAGAGAGAGGC . 

CTGCCCTAACCCACTGTTGTGCTGA 
-1 TCAGCACAACAGTGGGTTAGGGCAG 

GCCTCTCTCTTTC CTCTTCTTATTT 
1 CTCATGCCTGCAGTGCTGCTCATGTT 

GCCCCCTTGGAATTACTTGTTCAA 
-1 TTGAACAAGTAATTCCAAGGGGGCAA 

CATGAGCAGCACTGCAGGCATGAG 
1 C CAATTTCTATAATTATTGAACAG CTT 

TTCGTGG GGCCAGCACAAAGTCT 
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333 Tabel3A 

334 Tabel 3A 

335 Tabel3A 

336 TabeJ 3A 

337 Tabel3A 

338 Tabel3A 

339 Tabel 3A 

340 Tabel 3A 

341 Tabel 3A 

342 Tabel 3A 

343 Tabel 3A 

344 Tabel 3A 

345 Tabel 3A 

346 Tabel 3A 

347 Tabel 3A 

348 Tabel 3A 

349 Tabel 3A 

350 Tabel 3A 

351 Tabel 3A 

352 Tabel 3A 

353 Tabel 3A 

354 Tabel 3A 

355 Tabel 3A 

356 Tabel 3A 

357 Tabel 3A 

358 Tabel 3A 

359 Tabel 3A 

360 Tabel 3A 

361 Tabel 3A 

362 Tabel 3A 

363 Tabel 3A 

364 Tabel 3A 

365 Tabel 3A 

366 Tabel 3A 

367 Tabel 3A 

368 Tabel 3A 

369 Tabel 3A 

370 Tabel 3A 

371 Tabel 3A 

372 Tabel 3A 



NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 



Table 8 

62G9 

65B1 

65B1 

65D10 

65D10 

100D7 

100D7 

107H8 

107H8 

129F10 

129F10 
137B5 
137B5 
139G6 
139G6 
142E4 
142E4 
142E9 
142E9 
142F9 
142F9 
331A3 
331A3 
138G5 

13BG5 

145C5 

145C5 

184H1 

184H1 

45B9 

45B9 

112B5 
. 112B5 
117H9 
117H9 
515H10 
515H10 
103C4 
103C4 
116E10 

337 



AGACTTTGTGCTGGCCCCACGAAAAG 

CTGTTCAATAATTATAGAAATTGG 

TG GCTAC AAATAGAGT AGAGAACAGA 

CTCCAGTCCTCAAAGACTTTCAGT 

ACTGAAAGTCTTTGAGGACTGGAGTC 

TGTTCTCTACTCTATTTGTAGCCA 

AGTTAAGATG GAAGAATATA GAGACC 

TTCTGAAGAG CACTGTAG CTTG GA 

TCCAAGCTACAGTGCTCTTCAGAAGG 

TCTCTATATTCTTCCATCTTAACT 

CACTCCTATGGCATGTGGAAGCAGGT 

CTGAGCAGTGTGCATAGAAGAAAA 

TTTTCTTCTATGCACACTGCTCAGAC 

CTGCTTCCACATGCCATAGGAGTG 

GCTCTC CGTTGACAATG GCCAAAGAA 

TAGAAGCTCTAGACCTTCCTTATT 

AATAAG GAAG GTCTAGAG CTTCT ATT 

CTTTGG CGATTGTCAACGGAGAGC 

GGCAAAACGCACCTGGCACAACAGA 

ACGAATAATACAGAAGCTGGATGAC 

GTCATCCAGCTTCTGTATTATTCGTTC 

TGTTGTGCCAGGTGCGTTTTGCC 

TAGCCATTTCTTCCTGATTGTGCCTA 

GTATATCC CAGACAGTTTGTTTCT 

AGAAACAAACTGTCTGG GATATACTA 

G G CAC AATCAG G AAGAAATGGCTA 

G GTTG GAATGGTGATCGGGATGCAG 

TGAGATACTCTTGTGAGAGGGCAAA 

TTTGCCCTCTCACAAGAGTATCTCAC 

TGCATCCCGATCACCATTCCAACC 

GCCATGAGATTCAACAGTCAACATCA 

GTCTGATAAGCTACCCGACAAAGT 

ACTTTGTCGGGTAGCTTATCAGACTG 

ATGTTGACTGTTGAATCTCATGGC 

AAGAG GACAAGTTT G AGAG G CAACA 

CTTAAACACTAGGGCTACTGTGGCA 

TGCCACAGTAGCCCTAGTGTTTAAGT 

GTTGCCTCTCAAACTTGTCCTCTT 

ATTTG CTTTAAATTG AGTTTCCTTG CC 

ATTG CACACTC CTATCTTTCTGA 

TGAGAAAGATAGGAGTGTGCAATGGC 

AAGGAAACTCAATTTAAAGCAAAT 

AAAAGTCACTAC CAGGCTGG CAG GG 

AATGGGGCAATCTATTCATACTGAT 

ATCAGTATGAATAGATTGC CC CATTC 

CCTGC CAGCCTGGTAGTGACTTTT 

ATATTGATTTGGATACGGTGAATAAG 

CTGGA CAAGATGTTGAG GAG AG GG 

CCCTCTCCTCAACATCTTGTCCAGCT 

TATTCACCGTATCCAAATC AATAT 

AATGTG CAAGGTGAAATGCTTTTG GA 

TAAACGTAAGCCTATTTTCTGACG 

CGTCAGAAAATAGGCTTACGTTTATC 

CAAAAGCATTTCACCTTG CACATT 

TTCATCT CTAAGGCACACTTGCTACC - 

CCTCTTTGCTGACCCCAGATTGTG 

CACAATCTGGGGTCAGCAAAGAGGG 

GTAG CAAGTGTGCCTTAGAGATGAA 

TTCTG GCAAGCTCTTGTCATGGTGTT 

CGACACTTCCTTCTGTCTTCTTGG 

CCAAGAAGACAGAAGGAAGTGTCGA 

ACACCATGACAAGAGCTTGCCAGAA 

GGTCAATGTAGCCAATTATTTGTTTCA 
ACAGTTGCAGAACAGATATTTCA 
TGAAATATCTGTTCTG CAACTGTTGA 
AAC AAATAATTGG CTACATTGA C C 
TGAAAAGACAG CTAATTTGGTCCAAC 
AAACATGACTGGGTCTAGGGCACC 
GGTGCCCTAGACCCAG TCATGT TTGT 
TGG AC CAAATTAGCTGTCTTTTCA 
TGGATCATTGCCCAAAGTTGCACGCA 
CTGACTCCTTACCTGTGAGGAATG 
CATTCCTCACAGGTAAGGAGTCAGTG 
CGTGCAACTTTGGGCAATGATCCA 
TTAAAACATTAAAAGATTGACTCCACT 
7TGTG CCAAGCTCTGCGGGTAGG 
CCTACCCGCA GAGCT TGGCACAAAG 
TG GAGTC AATCTTTT AATGTTTTAA 
• TGAATTTGGAGTCCCTG G CACATAAA 
TCTAC CTTCAAATCAGAGGTCCTT 
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373 Tabe)3A 

374 TabeI3A 

375 Tabel3A 

376 Tabel3A 

377 Tabel3A 

378 Tabel3A 

379 Tabel3A 

380 Tabel3A 

381 Tabel3A 

382 TabefSA 

383 Tabe! 3A 

384 Tabel3A 

385 db mining 
388 Tabte3A 

387 db mining 

388 Table 3A 

389 Table 3A 

390 Table 3A 

391 Table 3A 

392 Table 3A 

393 Table 3A 

394 Table 3A 

395 Table 3A 

396 Table 3A 

397 Table 3A 

398 Table 3A 

399 Table 3A 

400 Table 3A 

401 Table 3A 

402 Table 3A 

403 Table 3A 

404 Table 3A 

405 Table 3A 
408 Table 3A 



NA 
NA 
NA 
NA 
NA 
NA 

NA 
NA 
NA 
NA 
NA 
NA 

Hs.1 95219 WB3776 
Hs.1 83454 AK027789 



Hs.69171 

Hs.131828 

Hs.181297 



NM_008256 
R67468 
AA010282 



Hs.235883 AA02Q845 



Hs.330145 
Hs.1 89468 

Hs.205675 
HS.13659 

Hs.11861 

Hs.1 83454 



AA044450 
AA069335 

AA111921 
AA115345 

AA122297 

AA149078 



Hs.124601 AA203497 

Hs.73798 AA210786 

NA AA214691 

NA AA243144 

HS.1 351 87 AA250SD9 

Hs.1 00651 AA251184 

NA AA252909 

Hs.1 94430 AA258979 

Hs.5241 AA280051 

NA AA2B2774 



Table 8 

116E10 

196D7 

196D7 

524A9 

524A9 

485A9 

485A6 
465D5 
485D5 
479G6 
479G6 
482A5 

1371377 hypothetical protein FU 14485 

(RJ1 4488), mRNA /cds={80, 1 615) 
14042727 cDNA FLJ 14883 fis, clone 

PLACE1 003596, moderately simflar to 
OLIGOSACCHARYL TRANSFERASE 
STT3 SUBUNIT/cds=(2,862) 

5453873 protein kinase C-like 2 (PRKCL2), 
mRNA/cds=(9 p 29S3) 
840106 EST390979 cDNA 

1471308 tc35a11.x1cDNA,3 , end 

/ctone=lMAGE;20B6588 /done_end=3* 

1484816 6D2628774F1 cONA, 5' end 

/done=lMAGE:4753483 /c*onejxut=5 

1622307 RST29149 cONA 

1576904 tm30a06.x1 cDNA. 3* end 

/clone=IMAGE:2i 58C66 /clone_end=3* 

1664016 EST389824 CDNA 

1670525 mRNA; CDNA DKFZp586F2423 (from 

Clone 0KFZp586F2423) 

/cds=UNKNOWN 
1678553 thyroid hormone receptor-associated 

proteh, 240 kDa subunit (TRAP240), 

rnRNA/cds=(77,6601) . 
1719368 CDNA FU14683 fis. Clone 

PLACE1 003596, moderately similar to 
. OLIGOSACCHARYL TRANSFERASE 

STT3 SUBUNrr/cds=(2,862) 

1799265 zx5Sg05.rl CDNA, 5' end 

/ctone=iMAGE:446744 /ctone_end=5' 

1 809440 macrophage migration inhibitory factor 
(gr/cosylation-inhibiting factor) (MIF), 
mRNA/cdB={97,444) 

1814479 Express cONA library cONA 5* 

1874139 cONA clone IMAGEI6851 1 3 5' 

1885832 2S06a08.rl cDNA. 5* end 

1 8861 49 golgl SNAP receptor complex member 
2 (GOSR2), mRNA /cds=(0,638) 

1885512 cDNActonelMAGE:669292 5' 

1894268 EST389427 cDNA 

1921589 fettyadd binding protein 1. fiver 

(FABP1), mRNA/cds=(42,425) 
1925825 CONA clone IMAGE:713136 5* 



-1 AAG GACCTCTG ATTTGAAG GTAGATT 

TATGTGGCAGG GA CTCC AAATTCA 
1 TGGGTCAGAGACGAAAAGGGCTATTA 

TTAG GTCAAACATT ACAGAAATCA 
-1 TGATTTCTGTAATGTTTGACCTAATAA 

TAGCCCTTTTCGTCTCTGACCCA 
1 CTGATTTAACAGGTGGTTCTGCGGGC 

GTCCAGGTCAACATCTTTTTGTCC 
-1 GGACAAAAAGATGTTGACCTGGACG 

CCCGCAGAACCACCTGTTAAATCAG 
1 GTCACTTTAGCGAGCGGGAAAACAAT 

GGCGGAAA6GGAAAACCTGGAAAG 

-1 CTTTCCAGGTTTTCCCTTTCCGCCAT 

TGTTTTCCCGCTCGCTAAAGTGAC 
1 TAATTAATAGAGCTCACTTAAGATTGC 

CCATCAAGAAACAGGAGG GTGGT 
-1 ACCACCCTCCTGTTTCTTGATGGGCA 

ATCTTAAGTGAGCTCTATTAATTA 
1 AGTCCTGCTGAATCATTGGTTTATAG 

AAGACTATCTGGAGGGCCTGATAG 
-1 CTATCAGGCCCTCCAGATAGTCTTCT 

ATAAACCAATGATTCAGCAGGACT 
1 ATGTGATTCCATGATAATCAAATAGT 

GAATAGATTATAAAGTCAGCAACT 
1 ATATATGGGGGCTGGGCCTCGGGAC 

TCTC GCTCTAATAAAGGACTGTAGG 
1 TTTTGA CC CAG ATGATG GTTCCTTTA 

CAGAACAATAAAATGGCTGAACAT 



1 TGAGCACTGGAAACAGTTTCATGGAG 
TTTAAGTTGAGTGAACATCGGCCA 

1 ATGCATTTAGI I 1 1 \ GGCACCGTAGT 
TTAAG GGTGGGATTGCC AG TTTTT 

CCCGTGGTTTTAATTTTTAAGAAC 

1 GGAGGACACCCCTGTGTGTTGCTGC 
TGCCTTCCGTGCTGTCTACTGTATC 

1 GC ATCAGAGAGAATATG GAAGGAC AT 
CGACCCTAACTTCATCCAGTGAGG 

1 ACCATAGCAGACAGGGTCAGATGGA 
AT ATTAGC GGTTTAG GTGAA GAACC 

1 AGACAGAAGACAAG6CCAAATGGGT 
GTCTCTGGAATGATAGACTTAGAAA 

1 ATCCACATTCTTACCTTTGGTAGTCA 
GGTTTGGCTACTTTGCAGCTCGCC 

1 ATAGCAGTGGATTACCAACACCTTGA 
CTTCTTGTACAGTGCTAACATCTT 

1 TAGTAAAAGTGAAAGAGAAAGGGTTT 
TTCCTGCCACAGGATATAAGTTTT 



1 AAAGCGGTCGTTTCCCGACAAGGTGT 
CCAACTTTGCGGTACTCACACTTA 

1 CTAGGCCCGCCCACCCCAACCTTCT 
G GTGG GGAGAAATAAACG GTTTAG A 

1 TGCACTAAACAGTTGCCCCAAAAGAC 

ATATCTTGTTTTAAG6CCCAGACC 
1 TTGGATGAAGCTGAAAAGACACT AAG 

ACCTTCTGTGCCTCAGATCCCTGA 
1 GTGTGGCCTAAGGAACACCTCTTGTG 

GGGAGTAAGAGCCAGCCCTTCTCC 
1 AAGGATGAAGGACTGATGGAGGGCA 

GAGGAACTGGAGGCAGCAGGCACAA 

1 AGATGTCTGTATAAACAACCTTTGGG 

TAGCAGGTGGTCAGTTAGGCAGGA 
1 TGCTTGTCTTTTAAACACCTTCACAGA 

TATCATTTGCACCTTGCCAAAGG 
1 GGGTAGGCAGCTTGCACC C AGTTCT 

C CTTTATCTCAACTTATTTTC CTGG 
1 CCGGTGTCCCTGAGTGAGGGCAAAG 

TTGTAATAACACTTGTTCTCTCCTT 
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407 Table 3A 

408 Table 3A 

409 Table 3A 

410 Table 3A 

411 Table 3A 

412 Table 3A 

413 Table 3A 

414 Table 3A 

415 Table 3A 

416 Table 3A 

417 Table 3A 

418 Table 3A 

410 Table 3A 

420 Table 3A 

421 Table 3A 

422 Table 3A 

423 Table 3A 



435 Table 3A 

436 Table 3A 

437 Table 3A 

438 Table 3A 

439 Table 3A 



Hs.69072 AA283061 

Hs.291448 AA290921 

H3.211866 AA290993 

Hs.323950 AA307B54 

Hs.100293 AA312681 

Hs.217493 AA314369 

Hs.85844 AA322158 

Hs.260238 AA332553 

Hs.323463 AA360834 

NA AA377352 

Hs.27973 AA397592 

Hs.343557 AA401648 

Hs.1 86674 AA402069 

Hs.301985 AA412436 

Hs.9691 AA418765 

Hs.24143 AA428508 

Hs.303214 AA427653 



1926050 hypothetical protein MGC4618 

(MGC461B), mRNA /cds={1 07,1621) 
1938772 EST388168 CDMA 



1938989 vm99fD2.x1 cDNA, 3' end 

/clone=lMAGE:2388891 /done_end=3' 

1960203 zinc finger protein 6 (CMPX1) (ZNF6), 

mRNA/cds=(1265 l 3361) 
1965030 0-linked N-acetylglucosamine 

(GlcNAc) transferase (UDP-N- 

acetylglucosamine:polypeptkJe-N- 

acetylglucosaminyt transferase) (OGT), 

mRNA/CdS=(2039.4B01) 
1966898 annexin A2 (ANXA2), mRNA 

/cds=(49,1068) 
1 974484 neurotrophic tyrosine kinase, receptor, 

type 1 (NTRK1), mRNA/cds=(0,2390) 

1984806 hypothetical protein RJ1 0842 

(FU10842), mRNA /cds=(Z9,l 307) 

2012954 mRNA for K1AA1693 protein, partial 

cds/cds=(0.2707) 
2029681 ESTB9924 Smail intestine II cDNA 5' 

end 

205071 2 WAA0874 protein (KIAA0874), mRNA 

/cds={D.6188) 
2056830 601500320F1cDNA,5'end 

/done=lMAGE3902237 /ctone_end=5' 

2056860 qf56f06.x1 cDNA.^end 

/cfone=lMAGE- 1754051 /ctone_end=3' 

2071008 e02435787F1cDNA,5'end 

/darte=IMAGE:4553684 /ctone_end=5* 

2080566 cDNA FU23249 fis, done COL041 96 

/0dS=UNKNOWN 
2108769 Wiskott-Aldrich syndrome protein 

Interacting protein (WASPIP). mRNA 

fate=<108,1619) 
21 1 1 519 7o45b01 .xl cDNA, 3' end 

toone=WGE:3576912 /ctone_end=3' 



424 


Table 3A 


Hs.89519 


AA429783 


2112974 


K1AA1043 protein (KIAA1046), mRNA 
/ods=(577,1782) 


1 CCTGGGTTGCCTTGTAATGAAAAGGG 
AGATCGAGCCATTGTACCACCTTA 


425 


Table 3A 


Hs.1 12071 


AA442585 


2154463 


zv57f09.r1 cDNA, 5 1 end 
/done=MAGE:757769 /done_end=5* 


1 GTTCACTGTTTAACAGCCAGAAGCCA 
GAGCCTGCGTACTAGAAGTGGATG 


426 


Table 3A 


Hs.8832 


AA454038 


2167705 


zx48b04j1 cDNA, 5* end 
/done*lMAGE:795439 /done_end=5" 


1 TTGTCAAGTGGATCTGCCCCAAAGTT 
TGCTTTGAGGAAACGGGCCTCCCT 


427 


Table 3A 


Hs.286148 


AA454987 


2177763 


stromal antigen 1 (STAG1), mRNA 
/cds=(400,4176) 


1 CTT GTATG GAAAACAGATGCTGACAG 
AATTGTAGACTACCATGCCACACA 


428 


Table 3A 


Hs.255452 


AA455707 


2178483 


aa22d09.r1 cDNA.S'end 
/done=IMAGE:814001 /done„end=5* 


1 AAATCTAAGACACCCAAACCCCTCTT 
TGTCCCTAAGTAGCCCTAGCCTGG 


429 


Table 3A 


NA 


AA457757 


2180477 


fetal retina 937202 cDNA done 
IMAGE:838756 5 I 


1 AGCTGTTTAATTGAATTGGAATCGTT 
CCACTTGGAACCCAAGTTTGGAAA 


430 


Table 3A 


Hs.82772 


AA460876 


2185996 


collagen, type XI, alpha 1 (COL11A1), 
mRNA /cdS=(1 61 ,5581 ) 


1 mi ICTACGTTATCTCATCTCCTTGT 
TTTCAGTGTGCTTCAATAATGCA 


431 


Table 3A 


Hs.292451 


AA461604 


2185468 


zx51d08.M cDNA,5'end 
/dcne=tMAGE:795759/done end=5* 


1 CTCCCATCTG CACAC CT6GATCAAGG 
TAGCCTCTCTGCACAAGGGCAGGT 


432 


Table 3A 


Hs.13809 


AA476568 


2204779 


mRNA for K1AA1525 protein, partial 
cds/cds=(0,2922) 


1 TGI I M I GCTTCCTCAGAAACTTTTTA 
TTG CATCTGCCATCCTTCATTGG 


433 


Table 3A 


Hs.83733 


AA479163 


10433041 


cDNA FU11724fls, done 
HEMBA1 005331 fcds=UNKNOWN 


1 ACAGCCAACTGGAAAGATATAAAAGT 
TTGGGTCTGTCTCCTCTCCTTCAG 


434 


Table 3A 


Hs.1 80154 


AA490796 


2219969 


td07e03.x1 cDNA, 3* end 
/dcne=IMAGE:2074972 /clone end=3' 


1 ACTCCTGCTTTAGAGAGAAGCCACCA 
TGAAAAGTCCTCATCATCAGGGGA 



HS.1 19950 AA496483 

Hs.75470 AB000115 

Hs.50002 AB000887 

Hs.76730 AB002299 

Hs.7911 AB002321 



2229804 mRNA; cDNA DKFZp727G051 (from 

done DKFZp727G05l); partial cds 

/cds=(0,1423) 
2564034 hypothetica! protein, expressed in 

osteoblast (GS3686), mRNA 

/ods=(241,1482) 
21 89952 small Inducible cytokine subfamily A 

(Cys-Cys), member 19 (SCYA19), 

mRNA /Cds=(1 38,434) 
2224542 mRNA for KIAA0301 gene, partial cds 

/ods=(0.6144) 
2224586 mRNA for KIAA0323 gene, partial cds 

/ods=(0.2175) 



ACGGCGTTCTGAAATTTAGCACACTG 
GGAAGTCCACATGGTTCATCTGAA 
AATGAGATCACAGATGGTGACACTGA 
GCGGAAGGATGCAGTACCTCGGAG 

TCCTTGCAAAACATTTGGCTAGTGGT 
GTTCAGAGAAATACCAAAACGTGT 

GGCAAAGGGGAAGGATGATGCCATG 
TAGATC CTGTTTGACA I 1 1 I IATGG 
ACTGTTAACCAAATTTTGAGCAAGGA 
GTCTCAAAGGTAATTCTGAACCAG 



ACTAGCAGATTGAATCGATATTCATTA 
AGTTAGGAATGGTTGGTGGTCCT 
AATTGTGCTTTGTATCAGTCAGTGCT 
GGAGAAATCTTGAATAGCTTATGT 

AGGAAACCAAGCCCTCACAGGAAAG 
AAAGCCTGAATCAAGAAAACAAAGT 

ACTGAGCAGGACAACTGACCTGTCTC 
CTTCACATAGTCCATATCACCAGA 
GCGTAAAACGCCAGGGCCATCTTCTT 
ACTTAAGCCACATCCTGAACCAGG 
AGCGACAAGAAGGAATCTGGTGAATT 
TTAGTCATCCCAGC I 1 I I IAGTCT 
GCTGGGGCTGAGAGAG G GTCTG GGT 
TATCTCCTTCTGATCTTCAAAACAA 

TCATGGACACAAACTTTGGAGTATAA 
GCGACATCCCTTAAG CAACAGG CT 

ATTCAAGTCAGGGCCTCTCTGCCCTT 
TTCCCTCCAGAAACAAAACCAAGA 

TGTTTGTACCACTAGCATTCTTATGTC 
TGTACTTGAACGTGTAGTTAGCA 
AATATAGCTCCACTAAAGGACCATAG 
GGAAGAGCCAGCCTTGCCTTTTCT 

GACAGTCCATTAAGTTGATTTCCAGT 
GGTGAAGGGTCAGACACGCCTCCC 



TCCGTACTGTATGTGATATAGTGCCA 
TTTTCAGTAACTGCTGTACACAGA 

ACTTG C CATTACTTTTCCTTCCCACTC 
TCTCCAACATCACATTCACTTTA 

GTGAGTGTGAGCGAGAGGGTGAGTG 
TGGTCAGAGTAAAGCTGCTCCACCC 

TAATATG CTGG CTTTGCAGCAGAATG 
AAAAGGATGAGTTGGTGTAGCCTT 
TTCCTTCCCTGGAGGAACTCTTTGGT 
TGCAGGGCTAAACTTAGAGGCTGC 
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440 Table 3A 

441 Table 3A 

442 Table 3A 

443 Table 3A 

444 Table 3A 

445 Table SA 

446 Table SA 

447 Table 3A 
446 Table 3A 
449 Table SA 



457 Table 3A 
468 Table 3A 



Hs.7720 

Hs.276671 

Hs.23311 

Hs.3852 

Hs.70500 

Hs.63302 

Hs.32558 

Hs,10135S 

Hs.100955 

Hs.1 18047 



AB002323 
AB0D2334 



ABO 02366 
AB002388 
ABO 02369 
AB002377 
AB002384 
AB007859 
AB007861 



2224590 
2224612 
2224874 
2224676 
2224680 
2224682 
6634024 
2224712 
6634028 



Table 8 

mRNA for K1AA0325 gene, partial cds 
/cds=(0,6285) 

KIAA0338 gene product (KIAA0336), 
mRNA/cds={253,5(W4) 
mRNA for KIAA0367 gene, partial cda 
/cds=(0,2150) 

mRNA tor KIAA0368 gene, partial cds 
/cds=(0,4327) 

mRNA for KIAA0370 gene, partial cds 
/cds=(0,2406) 

myotubuiarin related protein 3 
(MTMR3), mRNA/cdS=(247 J 3843) 

mRNA for K1AA0379 protela partial 
cds/cds={0,3180) 

mRNA for WAA0366 gene, complete 
cds /cds={1 77,3383) 
mRNA for K1AA0399 protein, partial 
cds/cds=(0,2961) 
602971 981 F1 cDNA, 5* end 
/clone=lMAGE:51 1 1324 /clone ercW 



450 


Table 3A 


Hs.28578 


AB0Q7888 


2887430 


muscleblind (QrosophOa)-Iilce (MBNL), 


451 


Table 3A 








mRNA/cds=<1414,2526) 


Hs.32168 


AB007902 


2662164 


KIAA0442 mRNA, partial cds 


452 


Table 3A 








/cds=(0,3519)- 


Hs. 158286 


AB007915 


6634034 


mRNA for K1AA0448 protein, partial 


453 


Table 3A 








cds /CdS=(3480,458S) 


Hs.214546 


AB007916 


6683704 


mRNA for KIAA0447 protein, partial 


454 


Table 3A 








cds/cds*(233,1633) 


Hs.28169 


AB007928 


3413879 


mRNA for K1AA0459 protein, partial 


455 


Table 3A 








cds/cds=(0,4S1) 


Hs.7764 


AB007938 


3413899 


KIAA0469 gene product (KIAA0469), 


456 


Table 3A 








mRNA /Cd £=(184, 1803) 


Hs.92381 


AB 007956 


3413930 


mRNA, chromosome 1 specific 
transcript KIAA0487 /cds=UNKNOWN 



Hs.306193 AB011087 
Hs.69403 AB011098 



459 


Table 3A 


Hs.173081 


AB011102 


3043583 


460 


Table 3A 


Hs.1 98891 


AB011108 


3043595 


461 


TabteSA 


Hs.62209 


AB011114 


6635200 


462 


Table 3A 


Hs.13273 


AB011164 


3043707 


463 


Table 3A • 


Hs.20141 


AB011169 


3043717 


464 


Table 3A 


Hs.1 18087 


AB011182 


3043743 


465 


Table 3A 


Hs.9075 


AB011420 


3834353 


466 


TableSA • 


HS.1 20996 


AB011421 


3834355 


467 


Tabte3A 


Hs.180383 


AB0133B2 


3869139 


466 


Table 3A 


Hs.323712 


AB014515 


3327043 


469 


Table 3A 


Hs.1 1238 


AB014522 


3327057 


470 


Table 3A 


Hs. 12259 


A8O14530 


3327073 


471 


Table 3A 


Hs.31921 


AB014548 


3327109 


472 


Table 3A 


Hs.8118 


AB014550 


3327113 


473 


Table 3A 


Hs.96731 


AB014555 


3327123 


474 


Table 3A 


Hs.65450 


AB014558 


3327129 



8558752 hypcrtneilcal protein (LQFBS-1), mRNA 

/cds=(0.743) 
3043575 serine palmitoyltransferase, long chain 
base subunft 2 (SPTLC2), mRNA 
/cds=(188,187e) 

mRNA for K1AA0530 protein, partial 
cds/cds=(0,4692) 
mRNA for KIAAQ536 protein, partial 
cds/cds«{0,3087) 
mRNA for KIAA0542 protein, partial 
cds /cds=<390,4023) 
mRNA for K1AAQ592 protein, partial 
cds/cds=(0,4061) 
mRNA for K1AA0597 protein, partial 
cds/cds=(0,2815) 
DNA sequence from clone RP11- 
251 J8 on chromosome 13 Contains 
ESTs, STSs, GSSs and a CpG Island. 
Contains two novel genes with two 
isoforms each and the K1AA0610 gene 
with two isoforms /cds= (6 1 , 203 1 ) 

serine/threonine Kinase 17a (apoptoste- 
indudng) (STK17A), mRNA 
/cds={1 17,1361) 

serine/threonine kinase 17b (apoptosis- 
induong) (STK17B), mRNA 
fcds=(261,1379) 
dual specifier/ phosphatase 6 
(DUSP6), transcript variant 1, mRNA 
/cds=<351,1496) 

K1AA0615 gene product {K1AA0615), 
mRNA fcds=(237,2927) 
mRNA tor K1AA0622 protein, partial 
cds/cds=(0,3869) 

mRNA for KIAA0630 protein, partial 
cds/cds=(0,1473) 
mRNA for KIAA0648 protein, partial 
cds/cds={0,2557) 
mRNA for KIAA0650 protein, partial 
cds/cds=(0,2548) 
mRNA for K1AA0655 protein, partial 
cds/cds=(0,3253) 
retioulon 4a mRNA, complete cds 
/cds-041,3719) 



TCTGACGGTTGGGAGTGGTGGAAATT 

GGAAGGATAC CAG GAG GTATTT G G 

TGATTACAAAAGGCGT ATTCTTTCAT 

GGTTTCTGCAATGAGAGGAAGTGT 

TCATGCATTGGATTGCTCAGAATAAA 

GTGTCTGTT AGACTTCGTTTTGGT 

TGACGTTAACACCAGGAATCTCCATG 

TTTATTATTTTTCGTGGAAACTCC 

TTGCAAAGACTCACGTTTTTGTTGTTT 

TCTCATCATTCCATTGTGATACT 

AGCTGTACATATAACCCTTTTCTCCTA 

AAGAG GAGTCAGTCAGTGCTCCT 

AGTTCAGGAGATCTCT AAGTGTAGCT 

GTAAATTTTGGGGTTAATTTGGCT 

TGTn*GGTTGAGGGGTGCTTTTAGTT 

GTGTGGCATTTGTATTCATTGATC 

TCAGCCTGAGTGAGTTCAGCCTGT AA 

AAAGGATGTTAAGCTGTGGGTAAA 

AGGGG AAAAG AGGG GAGAA AAACAG 

GAGTGATGTCATTTC I MM CATGT 

ACTTTCTGCTTGTAGTTGCTTAAAATT 

ATGTATTTTGTCTTGGGCTGCAA 

AAGCAACTGAATCTTCAGCATGTTCT 

CATCGGCGGAGCCTTCTTGTGTAA 

TGATTGGAGCACTGAGGAACAAGGG 

AATGAAAAGGCAGACTCTCTGAACG 

TTGTCCAAACGAAGCAGCCGTGGTA 

GTAGCTGTCTATGATTCTTGCTCAG 

TGGTGCAATAGAAGCTGCAAAGATGT 

GCCACTTTATCTATGAAATGGAGT 

GGCTTCCATGTCCAGAATCCTGCTTA 

AGGT TTTAGGGTACCTTCAGTACT 

TTTTGGCCAGCTTTTCTAGATAAGGT 

TGTATTGCTACTGCAACTAACAAA 

CACACATCCTGGTACCCTTGGTCTTC 
AAAGGCCATTTCCAGCAGACCCTC 
AAACATGTCTTTTTCTCGCCTCAACTT 
TATCCACATGAAATGTGTGCCCA 

TAAGCATAAAACCT GACACGTTAAAA 

TCCCTGCCCTTTGGTGAGCCCACT 

AACTTGCATTTTAGCAGTGCATGTTT 

CTAATTGACTTACTGGGAAACTGA 

AGGCCTCAGGCCACCTCCAGGAACA 

GAACACAGTTTTAAGTTTG AI Mil 

TGAGTCTTAGCAATATGG GAG CAGGT 

TTTCACTGAATTCTGAGGGTGCCT 

GTTGTCCTGGCACACAAGGAGGCGA 

GGCTATGCGTTCGAGGCCAACCTAG 

T G G GA ACACATAG AACTGATGGAGQ 

CTTTTCCTAAGGCCAAGGATAATGT 



GGATTGAACAGTTCAGTTGTATCTAT 
GCCCCACAGTGACCAGTAAAGTCC 

CGATGACTCATTACCCAATCCCCATG 
AACTrGTTTCAGATTTGCTCTGTT 

GTCGCAAAGGGGATAATCTGGGAAA 
GACACCAAATCATGGGCTCACTTTA 

ACTCAAGCTCACACCTGTACCTGATG 

GGAATGAACATAATGTGAAGAAAC 

CACCAAAATAGTTATGTTGGCACTGT 

GTTCACACGCATGGTCCCCACACC 

GTGCGCTTTCTTTT ACAACAAG CCTC 

TAGAAACAGATAGTTTCTGAGAAT 

GTGTGTATMTGTAAAGTAGTTTTGC 

ATATTCTTGTGCTG CA CATG G GCT 

AGGAATCCTTTTCTACATTTGAGCAA 

ATACTGAGGTTCATGTTGTACCAA 

C GCCTTGGCTTTGTGTTAGCATTTCC 

TCCTGAAGTGTTCTGTTG G CAATA 

AGAGATTTTCTATTG CT G G GAAGGTG 

TGTTTCTCCCACAATTTGTTTGTG 
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475 


Table 3A 


Hs.6727 


AB014560 


476 


Table 3A 


Hs.52526 


AB014569 


477 


Table 3A 


Hs.5734 


AB014579 


478 


Table 3A 


Hs.153293 


AB014601 


479 


Table 3A 


Hs. 192705 


AB015798 


460 


Table 3A 


Hs.247433 


AB015856 


481 


Table 3A 


Hs.288031 


AB016247 


482 


Table 3A 


Hs.1 79729 


AB016811 


483 


Table 3A 


Hs.10458 


AB018249 


484 


Table 3A 


Hs.19822 


AB018298 


485 


Table 3A 


Hs.5378 


AB018305 


486 


Table 3A 


Hs.21264 


AB018325 


487 


Table 3A 


Hs.8182 


AB018339 


488 


Table 3A 


Hs.55947 


AB018348 


489 


Table 3A 


Hs. 181300 


AB020335 


490 


Table 3A 


Hs.22960 


AB020623 


491 


Table 3A 


Hs.45719 


AB020630 


492 


Table 3A 


Hs.123654 


AB020631 


493 


Table 3A 


Hs.334700 


AB020640 


494 


Table 3A 


Hs. 14945 


AB020644 


495 


Table 3A 


Hs. 197298 


AB020657 


496 


Table 3A 


Hs. 13264 


AB020663 


497 


Table 3A 


Hs. 10431 5 


AB02Q669 


498 


Table 3A 


Hs. 18166 


AB020677 


499 


Table 3A 


Hs.27973 


AB020681 


500 


Table 3A 


Hs.75415 


AB021288 


501 


Table 3A 


HS.215B57 


AB022663 


502 


Table 3A 


Hs. 104305 


AB023143 


503 


Table 3A 


HS.1 54296 


AB023149 


504 


Table 3A 


Hs.4014 


AB023163 


505 


Table 3A 


Hs.75478 


AB023173 


506 


Table 3A 


Hs. 184523 


AB023182 


507 


Table 3A 


Hs.1 03329 


AB023187 


508 


Table 3A 


Hs.158135 


AB023198 


509 


Table 3A 


HS.75361 


AB023200 



Table 8 

33271 33 mRNA for KIAA0660 protein, complete 

cds/cds=(120,1568) 
33271 51 KIAA0S69 gene product (KIAA0669), 

mRNA /cds={1 01 6,3358) 
3327171 meningioma expressed antigen 5 

(hyaluronidase) (MGEA5), mRNA 

/cds=<395,3145) 
3327215 mRNA for KIAA0701 protein, partial 

cds/cds=(0,1892) 
1 1067366 PRO0457 protein (PRO0457), mRNA 

/cds=(9B5.1431) 
3953530 activating transcription factor 6 (ATF6), 

mRNA/cds=(42,2054) 
3721881 sierol-C5-desaturase (fungal ERG3, 

deIta-5-desaturase)-iike (SC5DI), 

mRNA/cds=(48,947) 
451 4625 collagen, type X, alpha 1 (Schmid 

metaphyseal chondrodysplasia) 

(COL10A1), mRNA /cds=(0,2042) 
4033626 gene for CC chemokine LEC, complete 

ods 

3882230 SEC24 (S. cerevisiae) related gene 

family, member D (SEC24D), mRNA 

/Cds=(200,3298) 
3882244 mRNA for K1AA0762 protein, partial 

cds/cds=(0,1874) 
3882284 mRNA for KIAA0782 protein, partial 

cds/cds={0 ( 3540) 
3882312 mRNA for WAA0796 protein, partial 

cds/cds=(0,3243) 
3882330 mRNA for KIAA0805 protein, partial 

cds /cds=(0,3985) 
6518494 Pancreas-specific TSA305 mRNA , 

complete cds /cds=(45,2429) 
3985929 breast carcinoma amplified sequence 2 

(BCAS2), mRNA/cds=(48,725) 
4240131 CAAX box protein TMAP mRNA, 

complete cds /cds=(52,1755) 
4240136 mRNA for K1AA0824 protein, partial 

cds/cds=(0,4936) 
14133218 mRNA for KIAA0833 protein, partial 

cds/cds=(0,5017) 
4240162 mRNA for K1AA0837 protein, partial 

cds /cds=(0,2237) 
42401 88 NS1 -binding protein-like protein 

mRNA, complete cds /cds=(555,2483) 

4240200 mRNA for K1AA0856 protein, partial 

cds/cds=(0,3212) 
424021 2 suppressor of clear, C. elegans, 

homolog of (SHOC2), mRNA 

/cds=(277,2025) 
66351 36 mRNA for KIAA0870 protein, partial 

cds/cds=(0,3061) 
4240236 KIAA0874 protein (K1AA0874), mRNA 

/cds=(0,6188) 
4038732 cDNA: FLJ22810 fis, clone KA1A2933, 

highly similar to AB021268 mRNA for 

beta 2-microglobuIin/cds=UNKNOWN 

5019817 HFB30 mRNA, complete cds 

/cds=(236,1660) 
4569483 death effector filament-forming Ced-4- 

Hke apoptosls protein (DEFCAP), 

transcript variant B, mRNA 

/cds=(522,4811) 
4589507 mRNA for KIAA0932 protein, partial 

cds/cds=(0,2782) 
45B9535 mRNA for KIAA0946 protein, partial 

cds/cds=(0,2005) 
4589555 mRNA for KIAA0956 protein, partial 

cds/cds=(0,2020) 
4589573 mRNA for KIAA09S5 protein, partial 

cds /cds=(0, 1392) 
1 41 33226 KIAA0970 protein (KIAA0970), mRNA 

/Cds=(334,2667) 
4589605 mRNA for K1AA0981 protein, partial 

cds/cds^O.1737) 
4589609 mRNA for WAA0983 protein, complete 

cds/cds=(55,2106) 



TG CAAC CAAATTG G CTTTACCATCTT 

GGCTTTAGTAGGTATAGAAGACAA 

TGTCAAATAAAAGAGAAC GAAC AGGT 

AGTTTGGTGGAGCTGAGCTAGTGT 

TCCTGTAGAAAACGAACTGTAAAAGA 

CCATGCAAGAGGCAAAATAAAACT 

ACAGTAGCTTTGTAGTGGGTTTTCTG 

TGCTGTGCTTTTTAATTTCATGTA 

GATTCCTGTCATGAAGGAAAGCAAGA 

CAGCTCACAGACCAGCGG CATCTG 

TTTTCTGTACCTTTCTAAACCTCTCTT 

CCCTCTGTGATGGTTTTGTGTTT 

AAATCTTATTCCTCCTCTTCTCCCCTC 

ACTTTTCCCTACTTCCTCTGCAA 

TG GAATC AGAC ATCTTC CAGATG GTT 
TG GACCCTGTCCATGTGTAGGTCA 

AATTTAGCACCTCAGGAATAACTTATT 
GGTTTAGGTCAGTTCTTGG CGGG 
AACCATGTAACTCCATTGAACAI III! 
CAACTTAAGGTCTGCATAGCAGA 

AAAC CAG GTTAATG G CTAAGAATG G G 

TAACATGACTCTTGTTG GATTGTT 

CTCTTGGCTGAG CTTCTACAGGGCTG 

AGAGCTGCGCTTTGGGGACTTCAG 

TTTCCTTTG GGGCATGATGTTTTAAC 

CTTTGCTTTAGAAGCACAAGCTGT 

ATAGAATGAG CTTG GTTAAGC ACCTC 

TCCTTTGCCCTTCACCCTGACTCC 

TTGAGTAGAACTCTGATTTTCCCTAG 

AG GCCAAATTCTTTTTATCTG GGT 

TTCTAAACACATTCTTGATCACCAAAC 

AACTTCAGAAAGACAGTGACTGT 

TGGAGTTGCTTCCAGCTGCCAAGGC 

CTGTGACAGAATTCGCTGTTAAGAG 

AATGATGCAAAGTTTTATTCTTGAACT 

TG GACACTGATG CCATCAAAC AA 

GGCCAGTAAATTCCATGTTTTTGGCT 

ATATCTCATCCAAACTGAGCAGTT 

TTCCCATTGTCCTCCTACTCAACTAAA 

ATTCATAGTTGG CTTTAAG CCCA 

GCATGTCCTAATGCTTGCTG CTGATT 

TAAACACATTAAAGGTACTTTGCA 

ACAATGG C ATAAAAGTAACTTTCTCT 
GAAGATGTGATGTTCAGGCTGTGA 
AATG GAA G GCAG GTG AAG ATATAAAA 
CCCTAGAATGCTTAAATGTGCTGT 

TTAATGCCAGTCCTCATGTAACCTCA 

GGTATCTTCAGCTTGTGGAGAATA 

TGGAGTATATGCCTGAAAAGGTTTTG 

GATTCAGAAAGAAAAAGGATGGTT 

AAAGTAAGG CATGGTTGTG GTTAATC 

TGGTTTATTTTTGTTCCACAAGTT 



GGTGTGTGTGTCCAGAGTGAGCAAG 
GATTATGTTTTTG GATTGTCAAAG A 
AACCATTTGCCTCTGGCTGTGTCACA 
GGGTGAGCCCCAAAATTGGGGTTC 



GAAAGTGGAGAGGACCTAACATATGT 

CTCTACCTAGAAAGGATGGTTTCA 

ACCAACTATAAACCCAGTTCTAAAGT 

TGTGTATGATGGTGAACCTTTGGG 

GGACCTGAGACACTGTGG CTGTCTAA 

TGTAATCCTTTAAAAATTCTCTGC 

TTTGGTGTTCAGTTACTGAGTTTCAAA 

AATGTTTTGGTGGCATGAGGACA 

CCTGTTTAAGAAAGTGAAATGTTATG 

GTCTCCCCTCTTCCAATGAGCTTA 

ACGGACCAGGCCATTCATTATTCCTC 

AAGTGTTAATATACTGACTTATGC 

ACAGTTTTGTCAAAAAGTGTATCTTGA 

CCCCACCATCAGTACTCCATTCT 
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510 


Table 3A 


Hs.343557 


AB023216 


511 


Table 3A 


Hs.23860 


AB023227 


512 


TaWe3A 


Hs.90093 


AB023420 


513 


Table 3A 


Hs.6790 


AB025908 


514 


Table 3A 


Hs.21542 


AB028958 


515 


Table 3A 


Hs.9846 


AR0289S3 


516 


Table 3A 


Hs.89519 


AB028969 


517 


Table 3A 


Hs.1 26084 


AB028978 


518 


Table 3A 


Hs.7243 


AB028980 


519 


Table 3A 


Hs.8021 


AB028981 


520 


Table 3A 


Hs.76118 


AB028986 


521 


Table 3A 


Hs.325530 


AB028990 


522 


Table 3A 


Hs.154525 


AB028999 


523 


Table 3A 


Hs.155546 


AB029003 


524 


Table 3A 


" Hs.26334 


AB029006 


525 


Table 3A 


Hs.54886 


AB029015 


526 


Table 3A 


H3.117333 


AB029016 


527 


Table 3A 


Hs.279039 


AB029O27 


528 


Table 3A 


Hs^78586 


AB029031 


529 


Table 3A 


Hs.7910 


AB029551 


530 


Table 3A 


Hs 14805 


AB031050 


531 


rfh m in inn 
\4 kj ii m in jy 


■ Up Q160D 


AB031476 


532 


db mining 


Hs.146824 


AB031480 


533 


Table 3A 


■ Hs.99372 


AB032251 


534 


Table 3A 


Hs.8858 


AB032252 


535 


Table 3A 


Hs.286430 


AB032948 


536 


Table 3A 


Hs.44087 


AB032952 


537 


Table 3A 


Hs.153489 


AB032972 


538 


Table 3A 


HS.12461 


AB032973 


539 


Table 3A 


Hs.343199 


AB032976 


540 


Table 3A 


Hs.6298 


AB032977 


541 


Table 3A 


Hs.290398 


BF341403 


542 


Table 3A 


HS.7041 


AB033034 


543 


Table 3A 


Hs.29579 


AB033042 


544 


Table 3A 


Hs.7252 


AB033050 



Table 8 

14133228 6O1500320F1 CDNA, 5" end 

/clone=IMAGE:3902237 /done_end*5* 

4589559 mRNA for K1AA1 010 protein, partial 

cds/cds=(0.3949) 
4579908 mRNA for heat shock protein apg-2, 

complete cds fods=(278,2800) 

5931603 microvascular endothelial 

differentiation gene 1 (MDG1); mRNA 

/cds=(202,873) 
5689406 WAA1035 protein (KIAA1035). mRNA 

/ods=(88,3648) 
5689416 mRNA for K1AA1040 protein, partial 

cds/cds=(0,1636) 
5889428 KIAA1046 protein (K1AA1046), mRNA 

/cds=(577,1782) 
5689446 mRNA for KIAA1 055 protein, partial 

cds /cds=(0,2607) 
5589450 mRNA for KIAA1 057 protein, partial 

cds /cds={0,2934) 
5689452 mRNA for KIAA1058 protein, partial 

cds/cds=(0,4604) 
5689462 ubiquitin carboxytterminai esterase L1 

(ubiquitin thiotesterase) (UCHL1). 

mRNA /cds=(31 ,689) 
5689470 mRNA for KIAA1 067 protein, partial 

cds /cds=(0 f 2072) 
5689488 mRNA for KIAA1 076 protein, partial 

cds /cds=(0,2415) 
5689496 mRNA for KIAA1 080 protein, partial 

cds /cds=(0,l554) 
5689502 mRNA for KIAA1 083 protein, complete 

cds/cds=(221,1975) 
5689520 mRNA tor KIAA1 092 protein, partial 

cdsfcds=(0,3464) 
141 33234 mRNA for KIAA1 093 protein, partial 

Cds/Cds=(179,5362) 
5689544 KIAA1 1 04 protein (K1AA1 104), mRNA 

/CdS=(494.2281) 
5689552 mRNA for K1AA1 1 08 protein, partial 

cds /cds«(0,2291) 
6714542 YEAF1 mRNA for YY1 and E4TF1 

associated factor 1 , complete cds . 

/cds=(1 98,878) 
7684248 solute carrier family 21 (organic anion 

transporter), member 11 (SLC21A11). 

mRNA /cds=(1 93,2325) 
6539431 SEEK1 protein (SEEK1), mRNA 

/CdS=(274,732) 
6539433 SPR1 protein (SPR1), mRNA 

/cds={31 5,725) 
6683491 BPTF mRNA for bromodomain PHD 

finger transcription factor, complete cds 

/cd3-(471,8816) 
6683493 bromodomain adjacent to zinc finger 

domain, 1A (BAZ1A), mRNA 

/cds=(1 15,51 39) 
6329727 601655926R1 cDNA, 3' end 

/ctone=lMAGE:3S55679 /clone_end=y 

6329754 mRNA for K1AA1 1 26 protein, partial 

cds /cds=(0,1857) 
6330026 mRNA for KIAA1 146 protein, partial 

cds fcds=(0,815) 
6330032 mRNA for K1AA1 147 protein, partial 

cds /cds=(0,569) 
6330050 EST374106 cDNA 

6382017 mRNA for KIAA1 1 51 protein, partial 

cds /cds=K0.639) 
1 1287894 60201 3369F1 cDNA, 5' end 

/clone=lMAGE:4149209 fclone_end=5' 

6382021 mRNA for K1AA1 208 protein, partial 

cds fcds=(24,2015) 
6330568 oofactor required for Sp1 transcriptional 

activation, subunit 3 (130kD) (CRSP3), 

mRNA /cds={1 19,4225) 

6330623 mRNA for K1AA1224 protein, partial 
cds/cds=(0,1908) 
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1 TTTGGTTCATCCGTGTGCTGTTCTTTT 
GG GTTCTGAGAGGGTTTTGCCAT 

1 G G CAGTAATGCAAGAGTCCTTTTGTG 
AAGAGTGTTTCTATGTAGAGATGT 

1 AAATGCAGAGGAGAATGGACCAGTG 
GATG GAC AAGGAGACAAC C C AGG CC 

1 AGTGTTCCTGCTGCCAGTTCTTTCCT 
CTTTAG G C GTGGTTGAG AAAAAGC 

1 CAGTCTCTGCCACTTGTGCTAGTTTT 

TGTGTGGTGTTTAGAAACATG GGC 
1 TTCCACTTAGGTTTGGCATTTTGGCA 

GATAAGCTAATCTTGTATAAAGCA 
1 GTAAATGCCCTACATGGTGTGATGCT 

GCATTATATATAAAACTGTGTGCA 
1 AGCTCCTGTG CTGACCTTCAAGTTAC 

GTTTrGGAACTGTAATACTAAAGG 
1 ACACTAG G GAAGAACCTTAATTCTAA 

ATTTGGTTCATGTGTGGCAAAGTT 
1 TAACTGGAATCACTGCCCTGCTGTAA 

TTAAACATTCTGTACCACATCTGT 
1 CCCCCAGTGCTTTGTAGTCTCTCCTA 

TG TCATAATAAAG CTACATTTTCT 

1 GACAGACTTG GACACAAAACC GATCC 

ATAGAAGGGCTTCCCAAACCTTGT 
1 CCATATGTAACTTGTTTTGAAGAGAA 

GTGTTTCCGTTGTGTGTCTTGATG 
1 GTATC ATCTGCCAAGACCAGGG CCT 

GCTTCACCACAGCCACAATAAAGTC 
1 AATGAACCATTTACAGTTCGGTTTTG 

GACTCTGAGTC AAAG GATTTTCCT 
1 GCCGAGTCAGCACATGGGTAGAGAT 

GATGTAAAAG CAGCCAATCTGGAAA 
1 ACCTTCTGGGAGGAGG GTCGGATTC 

AATCTGAACTTAGAACTTTCAACTC 
1 GCACCATGTAGAATTTTCACTTTGTA 

CTGGCAGGCTCGTTTTACCTCATT 
1 TCTCCAGTCCTGATTACTGTACACAG 

TAGCTTTAGATGGCGTG GACGTGA 
1 TTCCTGTTACTGGCATGTG CACGACT 

ATGTTATTAGAAGCCACTTTATCA 

1 GCCAGCTTGGAGGATGGACATTTCTG 
GATACACATACACATACAAAACAG 

1 TCAGCTCCTTGATCTAAGCCTCCCAG 
AGAGACCCCTAGAATGTTTCCCTC 

1 CCGGCGGCAGGAACTATCAGTAGAC 
AGCTGCTGCTTCCATGAAACGGAAA 

1 TGTTGCCTTGAATATAACAGTACAATT 
TGTCAATTACTCTGCACCAGGCT 

1 AAAAGTAACACCCTCCCTTTTTCCTG 
ACAGTTCTTTCAGCTTTACAGAAC 

1 AATGAAATGTAGTTGGGTTCTTCCTG 
TAATGCGCTATTATGTCTTGGGCT 

1 AACCTCCTTGTGTCTGTTTCTCTGTTC 

CTCTGTGGCTGACTCAATAAACT 
1 GTGGGAG GGTGAGATGTGAAGATGT 

GGGATGAACCTGGAATGAACGAATT 
1 G G CCTAAAGAAAGCTGG GGTTAATCC 

TGAAGCTAAAAGTAAATGTTTCTT 
1 TCCCATCCTTTCCATCAAGACCTTCA 

TTAGCTTATGATATTTGCTGCCGA 
1 GGAGGTCTC I I CCAGATTGCTCTTCT . 

GCCGAATTATTTGTATCTATTCCG 
1 GCACACCTCGTCAGAGGACCATAAC 

C GTGTGGGGACAATAAC CGCAGG GG 

1 ACAATG GATTTGTGAAGAG CAGATTC 
CATGAGTAACTCTGACAGGTATTT 

1 TGAGAGAC ATTGTTAATTTTG G G G GA 
ATTGGCATTGCGAAAGACTTGAAA 



1 TGCTAGACATTTCTATACTCTG7TGTA 
ACACTGAGGTATCTCATTTGCCC 



WO 02/057414 



PCT/US01/47856 



545 


Table 3A 
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Table 3A 


Hs.9873 


A d no n ft7Q 

AB03307O 
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Table 3A 


HS.14666B 


AB033079 


548 


Table 3A 


Hs.301721 


AB033081 


549 


Table 3A 


Hs.40193 


AB033085 


550 


Table 3A 


Hs.43141 


AB033093 


551 


Table 3A 


Hs.42179 


AB033112 


552 


Table 3A 


Hs.63128 


AB033118 


553 


Table 3A 


Hs.278670 


AB034205 


554 


Table 3A 


Hs.76507 


AB034747 


555 


db mining 


Hs.184 


AB036432 


558 


Table 3A 


Hs. 194369 


AB036737 


557 


Table 3A 


Hs. 125037 


AB037752 


556 


Tabfe 3A 


Hs.22941 


AB037784 


559 


Table 3A 


Hs.258730 


AB037790 


560 


Table 3A 


Hs.29716 


AB037791 


561 


Table 3A 


Hs.9663 


AB037796 


562 


Table 3A 


Hs.24684 


AB037797 


563 


Table 3A 


Hs.6685 


AB037801 


564 


Table 3A 


Hs.334878 


NM_032837 


565 


Table 3A 


Hs.301434 


AB037808 


566 


Table 3A 


Hs.301434 


AB037808 


567 


Table 3A 


Hs.15370 


AB037828 


568 


Table 3A 


Hs.274398 


AB037844 


569 


Table 3A 


Hs.149918 


AB037901 


570 


Table 3A 


Hs.284205 


AB 0401 20 


571 


Table 3A 


Hs.6682 


AB040875 


572 


Table 3A 


Hs. 109694 


AB040884 


573 


Table 3A 


Hs.210958 


AB040919 


574 


Table 3A 


" Hs.20237 


AB040922 


575 


Table 3A 


Hs.35089 


AB04O929 


576 


Table 3A 


Hs.201500 


AB040942 


577 


Table 3A 


Hs.93836 


AB040959 


578 


Table 3A 


Hs.89135 


AB0409S1 


579 


Table 3A 


Hs.85752 


AB040974 


580 


Table 3A 


Hs.18259 


AB044661 


581 


Table 3A 


Hs.142838 


AB044971 


582 


Table 3A 


Hs.140720 


AB045118 



Table 8 

6330689 mRNA for K1AA1228 protein, partial 

cds/cds=(0,2176) 
14133246 mRNA for KIAA1250 protein, partial 

cds/cds=(139,5472) 
6382025 mRNA for KIAA1253 protein, partial 

Cds/Cds=(0,1418) 

6330899 mRNA for K1AA1 255 protein, partial 

cds /cds=(0,2866) 
6330932 mRNA for K1AA1 259 protein 

6331205 mRNA for KIAA1267 protein, partial 

cds/cds=(94,3411) 
63313B8 mRNA for KIAA1286 protein, partial 

cds /cds={1 97,3841) 
6331442 mRNA for KIAA1292 protein, partial 

cds/cds=(0,1788) 
6899845 acid-inducible phosphoprotein (OA48- 

1 8), mRNA /cds=(275,445) 
12862475 LPS-induced TNF-alpha factor (PIG7), 

mRNA/cds=(233,919) 
6691 625 advanced glycosylate end product- 
specific receptor (AGER), mRNA 

/cds=(0,1214) 
8096339 mRNA for RERE, complete cds 

/cds=(636,5336) 
7243042 hypothetical protein FU20548 

(RJ20548), mRNA/cds=(167,1432) 
7243106 mRNA for KIAA1363 protein, partial 

cds/cds=(0,1293) 
72431 1 8 mRNA for KIAA1369 protein, partial 

cds/cds=(0,1983) 
7243120 mRNA for KIAA1370 protein, partial 

cds /cds=(49,3372) 
7243130 mRNA for KIAA1375 protein, partial 

cds /cds=(0, 1640) 
7243132 mRNA for KIAA1376 protein, partial 

cds/cds=(143,1456) 
7243140 mRNA for KIAA1380 protein, partial 

cds/cds=(0,3798) 
14249549 hypothetical protein FU14775 

(FU14775), mRNA /cds=(171, 533) 
7243154 mRNA for KIAA1387 protein, partial 

cds/cds=(0,2852) 
7243154 mRNA for K1AA1387 protein, partial 

cds/cds=(0,2852) 
72431 94 mRNA for K1AA1407 protein, partial 

cds/cds=(0,2235) 
7243226 mRNA for KIAA1423 protein, partial 

cds/cds=(0,1851) 
10567163 GASC-1 mRNA, complete cds 

/cds=(1 50,3320) 
12657580 up-regulated by BCG-CWS 

(LOC64116),mRNA/cds=(477,1859) . 
1 3516845 solute carrier family 7, (cationic amino 

acid transporter, y+ system) member 1 1 

(SLC7A11), mRNA/cds=<235,1740) 

7959160 mRNA for KIAA1451 protein, partial 

cds/cds=(0,1467) 
7959232 mRNA for KIAA1486 protein, partial 

cds /cds=(1 1,2044) 
7959238 mRNA for KIAA1489 protein, partial 

Cds/cds=(16l9,3154) 
7959252 mRNA for KIAA1496 protein, partial 

cds /cds^O.2763) 
7959278 mRNA for KIAA1 509 protein, partial 

cds /cds=(0,3982) 
795931 8 mRNA for K1AA1 526 protein, partial 

cds/cds=(0,2892) 
7959322 mRNA for KIAA1528 protein, partial 

cds/cds^^e) 
7959348 mRNA for KIAA1541 protein, partial 

cds/cds={908,2341) 
1 1 094140 XPA binding protein 1 ; putative 

ATP(GTP)-binding protein (NTPBP), 

mRNA /cds=(24,1 148) 
13699901 nucleolar protein interacting with the 

FHA domain of pKJ-67 (NIFK), mRNA 

/cds=(54,935) 
1 3365650 FRAT2 mRNA. complete cds 

/cds=(1 29,830) 



GTGGGGGATGGGGGTTAAAAAGTAG 

AGAACCTCCTTTCTGTTCAACTAAT 

CAG GTGAGTAGTTGCCGCGTAATATC 

ATTGGAGTACATTCTTTATACTGT 

CCCCAACCTTATTCTGTGTGTAGACA 

TTGTATTC C ACAATTTTGAATG G C 

CGAATGGCTTAAACTAATTTGCTATG 

ATCCTCTAACACCGAAATTTCCCA 

A GAGG GAATCAGAAAAATGCCAAGC 

CTTTTCTCTTTGAATGTGCTA Mil 

CACCCTTCTCTGTTAACCTTGTGCCT 

GTCTCCTGTATGATCACATCACCA 

TGTGTCTCTGTCGCGTCTGCTGTGAA 

GCACATGATGCTCTATTTATTGTA 

TGAGAGTAAGCACATGACAGCGTCTG 

CTTGCGTTGTGTCTGTTTTATGTT 

TC GTGTGAATCAGACTAAGTG GGATT 

TCAi I I 1 1 ACAACTCTGCTCTACT 

TGCAACGAATATGGATACCACATAGT 

ACTTTGGTGTTACCTG CTTTTGAA 

AGAACTGAATCAGTCGGAGGAACCT 

GAGGCAGGCGAGAGTAGTACTGGAG 

TTGCCATGAGATAACACAGTGTAAAC 

AGTAGACACCCAGAAATCGTGACT 

GCTGTTAGGCTAAGAGGGTGCAGGG 

CTAGACACGAAGCTTAAACTATTCA 

CGAGTGTGGAGGTAG CAAAGCATCTA 

TCTATTCTGAATCATGTTTGGAAA 

GCCAGTATGCCACAGAATGTCCTAAA 

CCCTTGCTGCCTCTTATCAAAACC 

TTTGTACTGTTGAAACCACTTCATTG 

GACATGTTGCAATAGCAAAACCCC 

AGGGGGAACATTGTAAAGAAACAAAA 

AGGTCCAGATGAATGTATGCTAGA 

GGTGCTGAATATGTCCTTGTAGGCTC 

TGTTTTAAGAAAACAATATGTGGG 

ACATTGGCTTG CTTTTGTTAAAGTGC 

AAGTGTTACATATGG CTTTGTACA 

TTGGTAGTGTCAGCGGGCACCTTTTA 

CACCTTCTAGTAGCTCAAGCTAGT 

TCCTGGAATCGTTTAATCTAAAGCAG 

TTTC C C CTGTTTTG GAGATTTTGT 

TCCTGGAATCGTTTAATCTAAAGCAG 

TTTCCCCTGTTTTG GAGATTTTGT 

TGAGAAAGTCCTGTGCAGTCCTGAGA 

TGATTACTCTTATTTGGTGTGCTG 

TCGTCTTTTGCGAATGGCTTAATTCT 

GACACTACCTTTCTGGGAAATGTT 

TTTGATTGTGTCTGATGGGAACTGAG 

TTGTTG GCCTTTGTG AAATGAAAT 

TTGACAAAGC C C AACAATGATCTCAG 

GAATTACATTTTC C AAC AGAC C AA 

ACCTGTCACGCTTCTAGTTGCTTCAA • 

CCATTTTATAACCATTTTTGTACA 



TCCTTAAG GTGCACAGTAAATGTACA 

GATAGTTATAGGCCACTGTTTTGT 

AGCTCATATGAACACTGCTCTGAACT 

CCTCTGACTTAG CATTCAACTTAA 

CATGACAAACATTACTAG CATGTTC A 

ACTGCACCATGTTCTGGCACTGTA 

ACCTCTTTCCTAC CAATTTC ACATTTT 

GCAGAAACTTGTTCACATTTCCA 

GG GTTGTGTATTAAATAG CCATTCAT 

TCTGGAACTCAAGGACAGGACTGT 

GCCTTGCAGGTGACCAGCAGTGTCA 

TTGTATTTATATACAGAGCTTATGA 

CTGGACGGGCGTGGGTTCTGGGTCA 

GCTTCTTTTACCTCAATTTTGTTTG 

AAAGTCTGAG GTGTGG AACAGTTATT 

TAAGCATTAGTCAACCCTGGTCCT * 

TG GG CAAGACATGATTAATG AATCAG 

AATCCTGTTTCATTGGTGACTTGG 

CCTGTGTAAAAGAAGAAATA CAAGAG 
ACTCAAACACCTACACATTCACGG 

TGGCTTGTTCATCCTCCAGATGTAGC 
TATTGATGTACACTTCGCAAC6GA 
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Hs.44054 


AB046785 
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Hs. 168640 


AB046801 
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Hs.1 29750 


AB046805 
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Table 3A 


Hs. 18587 


AB046808 
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Hs.1 1123 


AB046813 
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Table 3A 


Hs.343582 


AB046825 
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Table 3A 


Hs.222746 


AB046830 
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Table 3A 


Hs.6639 


AB046844 
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Table 3A 


Hs.288140 


AB046857 


598 


Table 3A 


Hs.44566 


AB046861 


599 


Table 3A 


HS.82113 


AB049113 


600 


Table 3A 


Hs.323453 


AB051480 


601 


Table 3A 


HS.19597 


AB051481 


602 


Table 3A 


Hs.20281 


AB051487 


603 


Table 3A 


Hs.7076 


AB051492 


604 


Table 3A 


Hs 25127 


AB051512 


605 


Table 3A 


HS.66053 


AB051540 


606 


Table 3A 


Hs.7187 


AB051544 


607 


Table 3A 


Hs.248367 


AB058677 


608 


Table 3A 


Hs.227400 


AF00D145 


609 


Table 3A 


Hs.8180 


AF000652 


610 


Table 3A 


Hs.147916 


AF000982 


611 


Table 3A 


Hs.13980 


AF000993 


612 


Table 3A 


Hs.159523 


AF001622 


613 


Table 3A 


Hs.58435 


AF001862 


614 


Table 3A 


Hs.76918 


AF002020 


615 


Table 3A 


Hs.1 8792 


AF003938 


616 


Table 3A 


Hs.337778 


AF004230 
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Table 3A 


Hs.1 83805 


AF005213 


618 


Table 3A 


Hs.42915 


AF006082 



Table 8 

13568433 UDP-GlcNAccbetaGal beta-1,3-N- 

acerylglucosaminyrtransferase 5 

(B3GNT5), mRNA/cds=(129,1265) 
10047154 mRNA for KIAA1545 protein, partial 

cds /cds={0,2445) 
10047156 hypothetical protein FU20073 

(FU20073), mRNA /cds=(16,1908) 
10047166 mRNA for WAA1551 protein, partial 

cds/cds=(0,3750) 
10047166 mRNA for K1AA1551 protein, partial 

cds/cds=(0,3750) 
10047172 mRNA for KIAA1554 protein, partial 

cds/cds=(0,3963) 
1 00471 94 ninein (GSK3B interacting protein) 

(NIN), mRNA/cds=<202,6345) 
1 0047236 mRNA for K1AA1 581 protein, partial 

cds/cdsKO.1639) 
1 0047244 mRNA for K1AA1 585 protein, partial 

cds/cds={27 ( 1814) 
1 0047250 Homo sapiens, clone MGCH5071 

IMAGE;4110510, mRNA, complete cds 

/cds=<977,2212) 
1 0047260 mRNA for K1AA1 593 protein, partial 

cds/cds=(477,3338) 
10047284 RC6-HT0592-270300-011-D11CDNA 

10047294 mRNA for KIAA1610 protein, partial 

cds/cds=(0,1456) 
10047324 mRNA for KIAA1624 protein, partial 

cds/cds=(0,1800) 
10047350 mRNA for KIAA1637 protein, partial 

cds/cds=(0,1441) 
10047358 KIAA1641 protein (K1AA1641), mRNA 

/cds=(40,453) 
1 0257384 dUTP pyrophosphatase (DUT), mRNA 

/cds=(29,523) 
12697930 mRNA for K1AA1693 protein, partial 

cds/cds={0,2707) 
12697932 mRNA for K1AA1694 protein, partial 

Cds/cds={0,2274) 
12697944 mRNA for KIAA1700 protein, partial 

cds /cds=(1 08,21 80) 
12697954 mRNA for KIAA1 705 protein, partial 

cds/cds=(1713 t 3209) 
12697994 mRNA for KIAA1725 protein, partial 

cds/cds=(0,3129) 
12698050 mRNA for KIAA1753 protein, partial 

cds /cds=(0 t 2457) 
12698058 mRNA for K1AA1757 protein, partial 

cds/cds=(347,4576) 
14017778 MEGF11 protein (MEGF11), mRNA 

/cds=(1 59,3068) 
3095031 mitogen-activated protein kinase 

kinase kinase kinase 3 (MAP4K3), 

mRNA/cds=(360,3014) 
2795862 syndecan binding protein (syntenln) 

(SDCBP), mRNA/cds=(148,1044) 
2580549 DEAD/H (Asp-Glu-Ala^Asp/His) box 

polypeptide 3 (DDX3), transcript variant 

2, mRNA/cds=(856,2844) 
2580571 ubiquitously transcribed 

tetratricopeptide repeat gene, X 

chromosome (UTX), mRNA 

/cds={26,4231) 
3930162 class-IMHC^estrictedTcell 

associated molecule (CRTAM), mRNA 

/cds^O.1181) 
2232149 FYN-binding protein (FYB-1 20/1 30) 

(FYB), mRNA/cds=(30 t 2381) 
2276462 Niemann-PIck disease, type C1 

(NPC1), mRNA /cds={1 23,3959) 
2897941 thioredoxin-iike, 32kD (TXNL), mRNA 

/cds=(205,1074) 
2343108 hypothetical protein FU11068 

(FU11068), mRNA/cds=(163,1188) 
2843115 ankyrin 1, erythrocytic (ANK1), 

transcript variant 3, mRNA 

/cds=(&4,5726) 
2282029 ARP2 (actin-related protein 2, yeast) 

homolog (ACTR2), mRNA 

/cds=(74,1258) 
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AACTATCAGCTTG GATGGTCACTTGA 
ATAGAAGATGGTTATACACAGTGT 

CCACGGTGGACCCTGTTTGTTTTAAA 

TATTCTGTTCCCATGTCAATCAGT 

TTGTGTAGGAAACTTTTGCAGTTTGA 

CACTAAGATAACTTCTGTGTGCAT 

ACTCAAATCAGTTAGCTTCAAACAAA 

AACGAAAGTTAGACCAAGGGAACG 

ACTCAAATCAGTTAGCTTCAAACAAA 

AACGAAAGTTAGACCAAGGGAACG 

TTGTGTGCTGTGCTTCAAAGCCTTAA 

CTGTC AAATCTTG CATTATCTTGT 

ACATTATCATGG CATGACTTAAGG GA 

ACATTGGTTTGTGAAGGAAAAACA 

TGTGTGACTTTCATGCTTCTGGGGTT 

GGAGCTTAAAGATCCAAACTGAGA 

TGCTG GTATTCTCACTGCCACA' 1 1 II I 

G GAAAC CTGTATTACAC CTTAAA 

TTGAGTGTCTG CAGCAG C C CTG GACT 

TCCAGACTTCTATCACATGAGAAA 

TGGTGCTGATGCTTAGTTGTCTCATG 

CCATTAAATTGTAAAAGTGAGTTG 

GGAGGTCAGTTGATTTCCCCAGGTAC 

ATTCATGGTGTGACAGACACATGG 

AGATCCTTTCAGTCCCTAGACCTCCA 

TTCACTCTGTTTCTCTTCTGCTGG 

GATCCGATCATG GTGATGTACGGGG 

TGAATTCTCTTGCCGTGTTGCAAAT 

ATGGTTTCAAAATTCAAGGTCCCCAA 

ATGGCAGCATTTTATGTTCTGACC 

CAAGTATGTATGCAACTTTGCACACC 

AACAACTGTTAATCTGTAGCTAGT 

TGGTGATTCTCCAG GCCATTTAATAC 

CCTGCAATGTAATTGTCCCTCTGT 

TTCTGCCTCAATGTTTACTGTGCCTTT 

GTTTTTGCTAGTTTGTGTTGTTG 

ACTACTGTCACGTAGCTGTGTACAAA 

G AGATGTGAAATACTTTCAGG CAA 

TGTTGAACGGTTAAACTGTGCATTTC 

TCATTTTGATGTGTCATGTATGTT 

AATGGTCAAGGTTCAGCATATTCTAT 

ATGAAGATCACAAGGTGGTATCGT 

TGTGAACTTGTGCGCAAATGTGCAGA 

TTCAATGTTCTTGTTACAGATTGA 

CCC CTTGGGCTCAGCACGAAAGGGC 

TTTCAATGAATTAAGTGAAAACTTT 

AATGAGTTGTGTTGAAGCCTCCGTCT 

CCCATCCTTGCCTGTAGCCCGTAG 

AGCCTAAACATGTATACTGTGCATTTT 

ATGGGTGACTTTGAAAGATCTGT 

ACCAG GTTTTAGCAAAATGCACACTT 

TTGGCTCTTTTTC5GTATATGTTCT 

CCTGACTCCTCCTTGCAAACAAAATG 
ATAGTTGACACTTTATCCTGATTT 
TTGTATTGGCATAATCAGTGACTTGT 
ACATTCAGCAATAG CATTTGAGCA 

TTGTTAAGTTG CAATTACTGCAATGA 
CAGACCAATAAACAATTGCTGCCA 



ACA G C AAACTTTG GC ATTTATGTGGA 
G CATTTCTCATTGTTG GAATCTGA 

TGGTCATTCTGCTGTGTTCATTAGGT 

GCCAATGTGAAGTCTGGATTTTAA 

GGCATGAAATGAGGGACAAAGAAAG 

CATCTC GTAG GTGTGTCTACTGGGT 

AATCTTGACAC ATG CAATTGTAAATAA 

AAGTCACCACTTTTGCCAAGCTT 

TGATGCCTTCATCTGTTCAGTCATCT 

C CAAAAACAGTAAAAATAAC C ACT 

GGCCAAGCTGAATGCCATGAATATCA 

GTGAGACGCGTTATAAGGAATCCT 

CCTGCCAGTGTCAGAAAATCCTATTT 
ATGAATCCTGTCGGTATTCCTTGG 
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Hs.6895 AF006088 2282037 

Hs. 82425 AF006088 2282041 

Hs.22670 AF006513 2645428 

Hs.24752 AFO0B516 2245670 

Hs.321140 AF007155 2852635 

Hs.5409 AFO 08442 2266928 

Hs.225977 AF012108 2331249 

Hs.334874 AF012872 2326226 

Hs.1 99291 AF015041 4102706 

Hs.51233 AF016266 2529562 

Hs.76807 AF016270 2655005 

Hs.104624 AF016495 6560598 

Hs.10958 AF021819 2460317 

H8.125134 AF023142 4102966 

Hs.108809 AF026292 2559009 

Hs.168103 AF026402 2655201 

Hs.9573 AF027302 2522533 

Hs.168132 AF031167 2739159 

Hs.170133 AF032885 2895491 

Hs.74276 AF034607 4426568 

Hs.1 06890 AF035306 2661067 

Hs.1 84697 AF035307 2661068 

Hs.278589 AF035737 2827179 

Hs.8257 AF035947 9695283 

Hs.6900 AF037204 2906012 

Hs.1 55489 AF037448 3037012 

Hs.12311 AF0382C2 2795923 

Hs.76807 AF038564 2708328 

Hs.303627 AF039575 2773157 

Hs.29417 AF039942 4730928 

Hs.8185 AF042284 5256820 

HS398727 AF042838 2815887 

Hs.82280 AF045229 2906029 

Hs.62112 AF046001 2895869 



Table 8 

actin related protein 2/3 complex, 
subunit 3 (21 kD) (ARPC3), mRNA 
/cds=(25,561) 

actln related protein 2/3 complex, 
subunit 5 (16 kD) (ARPC5), mRNA 
/cds=<24,479) 

chromodomain hellcase DNA binding 
protein 1 (CHD1), mRNA 
/CdS=(1 63,5292) 

spectrin SH3 domain binding protein 1 
(SSH3BP1 ), mRNA /cds=(81 ,1 607) 
cDNAFUl0257fis, clone 
HEMBB1 000887 /cds= UN KNOWN 
RNA polymerase I subunit (RPA40). 
mRNA /cds=(22, 1050) 
nuclear receptor coactivator 3 
(NCOA3), mRNA /cds=( 183,4421) 
phosphatidylinositol 4-klnase 230 
(pi4K230) mRNA, complete cds 
/cds=(0,6134) 

NUMB-R protein (NUMB-R) mRNA, 
complete cds /cds=(209,2038) 

TRAIL receptor 2 mRNA, complete cds 
/cds=(l 17,1439) 

major histocompatibility complex, class 
H, DR alpha (HUVDRA). mRNA 
/cds=(26,790) 
aquaporin 9 (AQP9), mRNA 
/cds=(28B,1173) 

RNA-binding protein regulatory subunit 
(DJ-1), mRNA/cds=(20,569) 
pre-mRNA splicing SR protein rA4 
mRNA, partial cds /cds=(0,3473) 
chaperonln containing TCP1, subunit 7 
(eta) (CCT7), mRNA /cds=(68, 1699) 
prp28, US snRNP 100 kd protein (U5- 
1 00K), mRNA /cds={39,2501) 
ATP-binding cassette, sub-family F 
(GCN20), member 1 (ABCF1), mRNA 
/cds=(94,2517) 
interleukin 15(11.15), mRNA 
/cds=(316,804) 
forkhead box 01 A 
(rtiabdomyosarcoma) (FOX01A), 
mRNA /cds=K385,2352) 
chloride Intracellular channel 1 
(CLIC1), mRNA/cd3={236,961) 
clone 23771 mRNA sequence 
/cds=UNKNOWN 
clone 23785 mRNA sequence 
/cds=UNKNOWN 

general transcription factor I), i (GTF2I), 
transcript variant 1 , mRNA 
/cds=(370,3366) 

cytokine-Inducible Inhibitor of signalling 
type 1 b mRNA, complete cds 
/cds=(3131,3925) 

ring finger protein 13 (RNF13), mRNA 
/cds=(151,1296) 

NS1 -associated protein 1 (NSAP1), 
mRNA /cds=(204,1 892) 

clone 23570 mRNA sequence 
/cds=UNKNOWN 

major histocompatibility complex, class 
II, DR alpha (HLA-DRA). mRNA 
/cds=(26.790) 
heterogeneous nuclear 
ribonucleoprotein D (AU-rich element 
RNA-blnding protein 1, 37kD) 
(HNRPD), transcript variant 1, mRNA 
/cds=(285,1352) 
HCF-binding transcription factor 
ZhangfeJ (ZF), mRNA /cds=(457,1 275) 
CGI-44 protein; sulfide dehydrogenase 
like (yeast) (CGM4), mRNA 
/cds=(76,1428) 

MEK kinase 1 (MEKK1) mRNA, partial 
cds /cds=(0,44S7) 
regulator of G-protein signalling 10 
(RGS10), mRNA/cds={43,546) 
zinc finger protein 207 (ZNF207), 
mRNA/cds=(202,1638) 



1 TCAAGAATTTGGGTGGGAGAAAAGAA 
AGTGGGTTATCAAG G GTGATTTGA 

1 GAAACTGGTGCAGAAATTCT ATAAAC 
TCTTTGCTGTTTTTGATACCTGCT 

1 GCTACTTGTTTACATTGTACACTGCG 
ACCACCTTGCCGCTTTTCATCACA 

1 ACTGGATGCTACAGACTTATAAC AG C 

ATAGTGAATGGTAAGACTAGTGCA 
1 CCTCCCCTATGCCTCAGCCCCATCTC 

TGCTCCTGTTTGAATTTTGTTATT 
1 CCAGTGTGACTAGGGATCCTGAGTTT 

TCTG G GAC AATTC CAG CTTT AATC 
1 TGACCCTTCTTTAAGTTATGTGTGTG 

GGGAGAAATAGAATGGTGCTCTTA 
1 GTGTGAGTCCTCTGTTTGCACTG GAC 

ATATTCCCTACCTGTCTTATTTCA 

1 AGGGGAAGGGGTGCCTGGCGGGTAC 
I I II CTATCTTTTATTTCCAGATTT 

1 TCATGCTTCTGCCCTGTCAAAGGTCC 
CTATTTGAAATGTGTTATAATACA 

1 AGCTAGCAGATCGTAGCTAGTTTGTA 
TTGTCTTGTCAATTGTACAGACTT 

1 AG C CCAGAATTC CCAAAGG CATTAGG 

TTTCCCAACTGCTTTGTGCTGATA 
1 GTGTCTATACATTTCTAAGCCTTGTTT 

GCAGAATAAACAGGGCATTTAGC 
1 TAGAGGTGTACAGATGCTATATTATA 

TCCG CTCCCGGTGTACTGCAGCCC 
1 TTTTACAAGGAAG GGGTAGTAATTG G 

CCCACTCTCTTCTTACTGGAGGCT 
1 ACACGGTGAACTGGCTGTGTCCATCT 

TTGTCACTGAGTGAAATCTCTGTT 
1 TGAGGACTTGGGGCAGGAAAGGAAT 

GCTG CTGAACTTGAATTTCCCTTTA 

1 TCAGACCTTGGATCAGATGAACTCTT 
AGAAATGAAGGCAGAAAAATGTCA 

1 CCACGTTCTTGTTCCGATACTCTGAG 
AAGTGCCTGATGTTGATGTACTTA 

1 GCCTGGGTCAGATTTTTATTGTGGGG 

TG G GATGAGTAG GAC AACATATTT 
1 GGGTGCCCACCTGCATGTGAAGGGG 

AGGCAGTTCTCAATTTATTTCAATA 
1 CAGTCACTGGGTCTATATTAAACAGC 

AACC AGAGCAACAAATG G CAAAC A 
1 TGAC ATG GTAGCAGAAATAG GCCCTT 

TTATGTGTTGCTTCTATTTTACCT 

1 AGCAAAGAACAGTTTGGTGGTCTTTT 
CTCTTCCACTGATTTTTCTGTAAT 

1 AGCCCTG CTAAACTATGTACAGAG GA 

AACTGTTCAAGTATTGGATTTGAA 
1 TGTCAACGATGTTTCCAGTAGTGTTT 

AGATTTGGTGTCTTCAAAGGTAGT 
1 GGCI I I i I GCC CATCAAGAATAAAAA 

GAAATAAAACCAAAGGGTTACCGG 
1 TGCCTGTTGCACATCTTGTAAAATTG 

GACAATGGCTCTTTAGAGAGTTAT 

1 TGCGGCTAGTTCAGAGAG A 1 1 1 1 I A G 
AGCTGTG GTGGACTTCATAGATGA 



AATG GAAG GATTAGTATG GCCTATTT 
TTAAAGCTGCTTTGTTAG GTTC CT 
CCATGTGGGCTACTCATGATGGGCTT 
GATTCTTTG G GAATAATAAAATGA 

AACGAGGCCAGTGGGGAACCCTTAC 
CTAAGTATGTGATTGACAAATCATG 
CCTCTCAG GACGTGCCGGGTTTATCA 
TTGCTTTGTTATTTGTAAGGACTG 
CCACTGCCTGAAAGGTTTGTACAGAT 
GCATG CCACAGTAGATGTCCACAT 
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653 TaWe 3A 

654 Table 3A 
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660 literature 
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672 Table 3A 
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674 Table 3A 

675 Table 3A 
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677 Table 3A 

678 Table 3A 

679 Table 3A 

680 Table 3A 

681 Table 3A 

682 Table 3A 
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Hs.241520 AF047002 

HS.1 32904 AF047033 

Hs.60785 AF047442 

Hs.40323 AF047472 2921872 

Hs.26584 AF051782 

HS.313 AF052124 

Hs.227949 AF052155 

Hs.1 15770 AF053712 

Hs.178710 AF054174 

Hs.233952 AF054185 

Hs.158164 AF054187 

Hs.334826 AF054284 

HS.13131 AF055581 

H3.278501 AF055322 

Hs.6856 AF056717 

Hs.169895 AF061736 

HS.182579 AF061738 

H3.184692 AF061944 

• HS79015 AF063591 



Hs.11000 
Hs.129708 



AF063605 
AF064090 



Hs.83530 AF064B39 



Hs.4747 
Hs.307357 

Hs.307357 

Hs.268763 



AF067008 
AF067519 

AF067529 

AF068235 



Hs. 341 182 AF068836 

Hs.92384 AF070523 

Hs. 151 903 AF070525 

Hs.26118 AF070532 

Hs.108823 AF07Q635 



Table 8 

2896145 transcriptional coadivator ALY mRNA, 1 

partial cds /cds=(0 ( 701) 
5051627 sodium bicarbonate cotransporter 3 1 
(SLC4A7) mRNA, complete cds 
/cds=(71,3715) 
3335139 SEC22, vesicle trafficking protein (S. 1 
cerevisiae)-like 1 (SEC22L1), mRNA 
/cds={1 19,766) 

BUBS (budding uninhibited by 1 
benamldazoies 3, yeast) homolog 
(BUB3), mRNA/cds={70,1056) 
2947237 diaphanous 1 (HD1A1) mRNA, 1 

complete ods /ods= (0,3746) 
3360431 secreted phosphoproteln 1 1 
(osteoporrtin, bone siatoprotein I, early T- 
lymphocyte activation 1) (SPP1), mRNA 
/cds=(87,989) 

3360466 SEC13 (S. cerevisiaeHike 1 1 

(SEC13L1). mRNA/cds=<60,1028) 
3057145 tumor necrosis factor (ligand) 1 
superfamHy, member 11 (TNFSF11), 
transcript variant 1 , mRNA 
/cds=(156.1109) 
3341 991 clathrtn. heavy polypeptide (He) 1 

(CLTC), mRNA /cds={1 72,51 99) 
4092057 proteasome (prosome, macropain) 1 
subunit, alpha type, 7 (PSMA7), mRNA 
fcds=(24,770) 

4092059 transporter 1 , ATP-blndlng cassette. 1 
sub-family B (MDR/TAP) (TAP1), 
mRNA/cds=(30,2456) 
4033734 splicing factor 3b, subunit 1, 155kO 1 

(SF3B1), mRNA/cds=(0,3914) 
3845720 lymphocyte adaptor protein (LNK), 1 

mRNA/cds=(357,2084) 
3252910 SPG-1 00 (SP100) gene, partial cds; 1 
and high mobility group 1-fike protein L3 
(HMG1L3) retropseudogene sequence 
/cds=<0.617) 

3046994 ash2 (absent, small, or homeotic, 1 
DrosophHa, homoiog)-tike (ASH2L), 
mRNA /ods=(4,1 890) 
4335936 ubiquitin-conjugating enzyme E2L 6 1 

(UBE2L6). mRNA/CdS=(47,508) 
4335940 leucine amlnopeptldase (LOC51 056), 1 

mRNA/ods=<186,1745) 
6933863 protein kinase, lysine deficient 1 1 

(PRKWNK1), mRNA/cds=(07148) 
12002013 antigen identified by monoclonal 1 
antibody MRC OX-2 (M0X2), mRNA 
/cds=(57,869) 
4071360 MY047 protein (MY047), mRNA 1 
/cds=(84,479) 

32B3355 tumor necrosis factor (ligand) 1 

superfamity, member 14 (TNFSF14), 

mRNA/cds=(48,770) 
4206051 map 3p21; 3.15 cR from Wl-9324 1 

repeat region, complete sequence 

/cds=UNKNOWN 
3873220 dyskeratosis congenita 1 , dyskerin 1 

(DKC1), mRNA/cds=<92,1636) 
3850317 PfTSLRE protein kinase beta SV1 1 

isoform (CDC2L2) mRNA, complete cds 

/cds=(79 l 2412) 
3850337 PfTSLRE protein kinase beta SV1 1 

isoform (CDC2L2) mRNA, complete cds 

/cds=(79,2412) 
4321 975 Breakpoint cluster region protein, 1 

uterine l eiornyoma, 1 ; barrier to 

autolntegratton factor (BCRP1). mRNA 

/cds=(507 t 776) 
3192908 60241 7256F1 cDNA, 5' end 1 

/clone=IMAGE:4536829 /clone_end=5* 

3764088 vitamin A responsive; cytoskeleton 1 

related (JWA), mRNA /cds=(89,655) 
3387880 clone 24706 mRNA sequence 1 

/cds=UNKNOWN 
3387954 hypothetical protein MGC1 3033 1 

(MGC13033), mRNA/cdS=(200.304) 
3283905 mRNA for K1AA1 823 protein, partial 1 

cds/cds=(52,1185) 



TTTTGGGATAAATTTTACTGGTTGCTG 
TTGTG GAGAAG GTG GC GTTTCCA 
TGAAGTATAAGCCTCTACTGGGTCTA 
TATTGTGAATCATCCTGCCTTTCA 

CTCGTCTATTGGCCCCTGTAGAAAGT 

TCCCCTTCTGTCCCCTAGTAAGCCCA 
GTTGCTGTATCTGAACAGTTTGAG 

AAACCTATTTCCCTTGCCTCATAGGC 
TTCTGGGATGTCATGACCTCGAGT 
GAATTTGGTGGTGTCAATTG CTTATTT 
GTTTTCCCACGGTTGTCCAGCAA 



CTATTTTGGGTCATTTTTATGTACCTT 
TGGGTTCAGGCATTATTTGGGGG 
TAATTGTTGAACAGGTG 1 IT 1 1 CCACA 
AGTGCCGCAAATTGTACCTTTTT 



CCCCCTCAGAAGAATCATGAATTTGC 
AACAGACCTAATTTTTGGTTACTT 
G G CCTTTC CATTCCATTTATTCACACT 
GAGTGTCCTACAATAAACTTCCG 

TGGTGTCTCAAAG GAGTAACTGCAGC 
TTGGTTTGAMTTTGTACTGTTTC 

TGCCAGTAGTGACCAAGAACACAGTG 

ATTATATACACTATACTGGAGGGA 

AGGACACATCTGACATCCTGTGTTTG 

GTTAAAATATACAGCACATTGTGA 

TGGGGGTTGTAAATTGGCATGGAAAT 

TTAAAG CAG GTTCTTGTTAGTG CA 



TGTGAAAGAAACTTG CTTG CAG CTTT 
AACAAAATGAGAAACTTCCCAAAT 

GTATATATCCTCCAGCATTCAGTCCA 

GGGGGAGCCACGGAAACCATGTTC 

TGTGATGCTAGGAACATGAGCAAACT 

GAAAATTACTATG CACTTGTCAGA 

AACCCAGTATATCTGTGTTATCTGAT 

GGGACGGTTGACAGTGGTCAGGGA 

ATCCAGTGGCCTAGGAATTAAAGTGT 

TGTTGTTTTTGCTGTTAAATTGGA 

GCATTGGCAGCATTGTGTCTTTGACC 
TTGTATACTAGCTTGACATAGTGC 
TTTCATGGTGTGAAGGAAGGAGCGT 
GGTGCATTGGACATGGGTCTGACAC 

AGACTGCACAACCAAGAAGTTACTCA 
AAGCTCTGTGGGAGCCCCTGCCTG 

CAGTGCTCACCTAAATCCATCTGACT 
ACTTGTTCCTGTGCCCTCTTGTTT 
GTGACGACGACCTGAAGGAG ACGGG 
CTTCCACCTTACCACCACGAACCAG 

AACAGGATAAAGCTCGCCGGGAATG 
GGAAAGACAGAAGAGAAGGGAAATG 

CCTCACCCCCACCCTCACTTTCAATC 
C GTTTGATAC CATTTG G CTC CTTT 



ATGGAAAGATGTGGTCTGAGATGGGT 
GCTGCAAAGATCATAATAAAGTCA 

C CATGACTTC AC AGACATG GTCTAGA 
ATCTGTACCCTTACCCACATATGA 
CTGTGAATGTTTGCAGTCTCCTACCG 
TCTCAACTAC AGCTGCAGTTG CTA 
CAGCCTGAATTGCCTCTGGGAAGAG 
GGGTGGGAATGACTTTTCAATGTAC 
AATGGCCTAGAATTTGTGGTAGTTGC 
CAAAGAGGTTCTCCTAGGTG GTCT 
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706 Table 3A 

707 Table 3A 

708 Table 3A 

709 Table 3A 

710 Table 3A 



Hs.108112 AF070640 3283913 Homo sapiens, hlstone fold protein 

CHRAC17; DNA polymerase epsilon 
pl7 subunit clone M6C:2725 
IMAG&2822216, mRNA, complete cds 
/cds=(B0,523) 
3978241 stannin mRNA, complete cds 

/cds=(175,441) 
3978243 RC2-BN0074-1 50400-01 8-c08 cDNA 



Hs.76691 AF070673 

Hs.223615 AF070674 

Hs.1 12255 AF071076 

Hs.76095 AF071598 

Hs.18571 AF072860 

Hs.79877 AF072928 

Hs, 143648 AF073310 



Hs.151411 

Hs.550 

Hs.4311 

HS.1S9376 

Hs.107979 

Hs.36794 

HS.8765 

Hs,168913 



AF075587 
AF076465 
AF079566 
AF080577 
AF081282 
AF082669 
AF083255 
AF083420 



Hs.327548 AF084555 

Hs.211610 AF090693 

Hs.5437 AF090691 

Hs.192705 AF090927 

Hs.201675 AF091263 

Hs.241558 AF099149 

Hs.306357 AF103458 

Hs.184601 AF104032 

Hs.294603 AF104398 

Hs.7043 AF104921 

Ks.4876 AF105366 



711 Table 3A Hs.167460 AF107405 

712 Table 3A Hs.79335 AF109733 



713 Table 3A 



Hs.274472 AF113008 



4545098 nucleoporin 98kD (NUP98), mRNA 

/cds=(1 24,5262) 
3851531 immediate early response 3 (IER3), 

mRNA/cds={11,481) 
32901 97 protein kinase, interferon-inducible 

double stranded RNA dependent 

activator (PRKRA), mRNA 

/cds=(96,1037) 
3916215 myotuburarin related protein 6 mRNA, . 

partial cds /cds=(0,1398) 
4511968 insulin receptor substrate-2 (IRS2) 

mRNA, complete cds /cds={51 6,4532) 

3319325 KIAA0916 protein (K1AA0916), mRNA 

/cds=(146,14071) 
5430704 phosducm (PDC), transcript variant 

PhLOP2, mRNA 7cds=K5,356) 
4574148 SUMO-1 activating enzyme subunit 2 

(UBA2), mRNA fcds=<25,1 947) 
3551 871 RAG2 mRNA, partial cds /cds=(0,324) 

4336324 small membrane protein 1 (SMP1), 

mRNA/cds=(99,572) 
4206702 cydin D-type binding-protein 1 

(CCNDBP1), mRNA /cds=(87,1 172) 
343531 1 RNA helicase-related protein 

(RNAHP), mRNA/cdS={17,2146) 
5326765 serine/threonine kinase 24 (Ste20, 

yeast homolog) (STK24), mRNA 

fcds=(78,1373) 
5813858 hypothetical protein MGC10766 

(MGC10786), mRNA/cds=(36,169) 
4249665 apoptosis-related RNA binding protein 

(NAPOR-3) mRNA, complete cds 

/cds=(67,l593) 
66901 59 Taxi (T-cefl leukemia virus type I) 

binding protein 1 (TAX1BP1), mRNA 

/cds~(83,2326) 
6690220 PRO0457 protein (PRO0457), mRNA 

/Cds=(985,1431) 

4140646 RNA binding motif protein 5 (RBM5), 

mRNA/cdS=<148.2595) 
3930775 ariadne (Drosophila) homolog 2 

(ARIH2), mRNA /cds=(144 ( 1625) 
4378245 isolate donor N done Nl 68K 

immunoglobulin kappa light chain 

variable region mRNA, partial cds 

/cds={0,303) 
4426639 L-type amino acid transporter subunit 

LAT1 mRNA, complete cds 

/cds=(66.1589) 
4063708 601657573R1 CDNA, 3* end 

/done=IMAGE3875611 /clone_end=3* 

9409793 sucdnate-CoA llgase, GDP-forming, 

alpha subuntt (SUCLG1), mRNA 

/cds*(31.1032) 
5108522 sohrte earner family 12 

(potassium/chloride transporters), 

member 6 (SLC12A6), mRNA 

fcds=<5t,3350) 
5531 903 pre-mRNA splicing factor (SFRS3) 

mRNA, complete cds /cds=(95,589) 
4566529 SWl/SNF related, matrix associated, 

actin dependent regulator of chromatin, 

subfamily d, member 1 (SMARCD1), 

mRNA /cds=(265,1 572) 
6B42739 high-mobility group (nonhistone 

chromosomal) protein 1 (HMG1), 

mRNA/cds=(52.699) 



PCTAJS01/47856 



1 CAGTGAAAAGTTTGTGAGTGAAGAAT 
GCTGAGAAGATTGTAATGCTTTGT 



TTGTCTCAAAGCTACCAAGTTTGTGC 
AATAAGTGGAAGGGATGTCATCCT 
ACATCG AAGGTGTG CATATATGTTGA 
ATGAC ATTTTAG G GA CATG GTGTT 
GGCTATCTCAGGCAATATGGCCAGCA 
CCTGG GTCTTTATGCATGAAGATA 
GCTGTCACGGAGCGACTGTCGAGAT 
CGCCTAGTATGTTCTGTGAACACAA 
AGCTGCTGACTT GACTGTCATCCTGT 
TCTTGTTAGCCATTGTGAATAAGA 



CTCACAGGTGGACTGAGAAATCAGTT 
AC ATCTTAAGTGACCTACAGGGT A 
GTGCATTGTATTTAGTCTGTATTGATC 
ATGGATGCCCTCCTTAATAGCCA 

CCTGTACAATTGCATCACGGGTGGG 

GATAAAAAGAGGAATATTCTGGTTT 

AAAC AG AG CTGTCTTCAGC AAC ATTA 

TTAGTAGACAAAGAGGATGTGGAT 

ACTCAAGTTTTCAGTTTGTACCGCCT 

GGTATGTCTGTGTAAGAAGCCAAT 

TGACTCCTGCCAAGAAATCCTTTCTT 

AGAAGGTTGTTTGATTAGTTTTGC 

TTGTATTATCTGCTTTGCTGATGTAGA 

CAAGAGTTAACTGAGTAGCATGC 

AAAGATTGTTGGTTAG G CCAGATTGA 

CACCTATTTATAAACCATATGCGT 

TGGTAACTGTTCCAGGATTGCTCCAG 

GTTTGAGATG GTATTG CTAAATTT 

TGCACCTTGTAGTGGATTCTGCATAT 

CATCTTTCCCACCTAAAAATGTCT 

CACTAGCACTTGTGATGCAATAGAAC 
ACTTCGC CTGTACTGAAAGGGCGA 
ACGCAGGCTTTCCTATTTCTACAACT 
GATTGTACTTATGCATTTTGTACC 

CAGGAGCTACTTTGAG7TTGGTGTTA 
CTAGGATCAGGGTCAGTCTTTGGC 

TAGAGAGAGGCCCGTGGCCTGAGGT 
AGTGCAGAGGAGGATAGTAGAGCAG 

TTTTGGAAGATTTTCAGTCTAGTTGC 

CAAATCTGGCTCCTTTACAAAAGA 

AAGTTAATTGAGGCAATGTCATCTGC 

TCAAAGTTGAGTGGTTTATTCACA 

TTGCAGTGTATTACTGTCAGCAGTAT 

GGTAGCTCACCGTGGACGTTCGGC 



TATTCTGTGTTAATGGCTAACCTGTTA 
CACTGGGCTGGGTTG GGTAGGGT 

AAACTGAATGAGAGAAAATTGTATAA 
CCATCCTGCTGTTCCTTTAGTGCA 

TGACACTGGTCTTGC AGTACAACTG G 
AAGCCAAAAC AAGGTG GAAGATGT 

GGTCAAGTATATTTGGACCTATTATC 
CTCGGCAAGCCAAGATGCAAACAT 



AGTTCACAATATGGTTCAAATGTAAC 
AGTG CAGAATTG AATATGGAGGCA 
TTG CATCTTTCCAGGAGAG CCTCACA 
TTCTTCTTCCAGGTTGTATCACCC 



GTGAGTCAGGAGGAG GAGCGTGCGG 
ACCAAAAATCCTCAGCCCTTACGAC 
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Table 8 

1 575566 ribosomal protein L5 pseudogene 

mRNA. complete cds /cds=UNKNOWN 

11640573 cDNAFU14235fis, clone 

NT2RP4000167 /cds=(82,2172) 
6855600 clone FLB2803 PRO0684 mRNA, 

complete cds/cds=(1108,2364) 
6855600 done FLB2803 PROC684 mRNA. 

complete cds /cds=(1 108,2364) 
6855636 interteukin enhancer binding factor 2, 

45kD (ILF2), mRNA ^={39,1259) 
795971 5 PRO0890 mRNA, complete cds 

/cds=(1020,1265) 
8924006 hypothetical protein PR01 068 

(PRO1068), mRNA/cds=(1442,1750) 
7959856 tRNA isopentenyl pyrophosphate 

transferase (IPT), mRNA 

/cds=(60,1040) 
7959862 PRO201 3 mRNA, complete cds 

/cds={135,380) 
5031 598 actin related protein 2/3 complex, 

subunit 2 (34 kD) (ARPC2), mRNA 

/cds=(84,985) 
4680228 DNb-5 mRNA, partial cds 

/cds=(0,1601) 
7670074 sialyltransferase 9 (CMP- 

NeuAc:lactosylceramide alpha-2,3- 

sialyttransferase; GM3 synthase) 

(S1AT9), mRNA /cds=(277, 1365) 
6563255 pyrophosphatase (inorganic) (PP), 

nuclear gene encoding mitochondrial 

protein, mRNA /cds=(77, 946) 
77701 36 Homo sapiens, eukaryotic translation 

elongation factor 1 gamma, clone 

MGC:4501 MAGE:2964623, mRNA, 

complete cds /cds=(2278,3231) 
7770230 PRO2760 mRNA, complete cds 

/cds=UNKNOWN 

12698331 C/EBP-induced protein (LOC81558), 
mRNA/cds=(30,1391) 

5669089 mucosa associated lymphoid tissue 
lymphoma translocation gene 1 
(MALT1), mRNA/cds=(164,2638) 

7158285 unknown mRNA /cds=(0, 1261) 

6724085 BCL2-associated athanogene 3 . 

(BAG3), mRNA/cds=(306,2033) 
1 1493474 clone FLB8503 PR02286 mRNA, 

complete cds /cds=UNKNOWN 
1 1493492 histone deacetylase 3 (HDAC3), mRNA 

/cds=(55,1341) 
1 1493523 clone FLB6303 PR01633 mRNA. 

complete cds /cds=(2546,3097) 
4406571 cytoplasmic protein mRNA, complete 

cds/cds=(236,3181) 
4406584 clone 2521 8 mRNA sequence 

/cds=UNKNOWN 
4406702 selenoprotein T (LOC51714), mRNA ■ 

/cds=(138,629) 
1 1493539 hypothetical protein PR01331 

(PR01331), mRNA/cds=(422,616) 
7259481 cyclin I (CCNl), mRNA /cds=(0,1 1 33) 

6649056 transmembrane protein 2 (TMEM2), 

mRNA/cds=(148,4299) 
7767238 nectin-like protein 2 (NECL2) mRNA, 

complete cds /cds=(3,1331) 
1 0039550 reticulon 4a mRNA, complete cds 

/cds=(141,3719) 
7106819 hypothetical protein (LOC51245), 

mRNA/cds=(0,359) 

7106829 hepatocellular carcinoma-associated 

antigen 59 (LOC51759), mRNA 

/cds={27,898) 
57581 36 T-ceil receptor aberrantly rearranged 

gamma-chain mRNA from cell Tine HPB- 

MLT/cds=UNKNOWN 
4929702 hypothetical protein (HSPC1 11), 

mRNA/cdsK62,598) 
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TCACCTTATG CAATGTGAATTATCACT 
ACAGAACTCCATCTTACTCCAGA 

TTTGATGTAATATAACCTAAC GTTGTG 

CTGGTACCTG7TTTACCATGTGT 

CTCCATCCCTGGCCCCCTCCCTGGAT 

GAC ATTAAAGAAG GGTTGAG CTG G 

CTCCATCCCTGGCCCCCTCCCTGGAT 

GAC ATTAAAGAAGG GTTGAG CTGG 

GGCTTAGCTGCCAGTCTCCCATTTGT 

GACCTATGCCATCCATCTATAATG 

GGCCCCAATGCCAACTCTTAAGTCTT 

TTGTAATTCTGGC7TTCTCTAATA 

TGTCAGGTTTGGGTCTTGG GTTCAAG 

TGTATATATTCCTGTAAGTTTCTT 

TGCATCGTAAAACCTTCAGAAG GAAA 

GGAGAATGTTTTGTGGACCACTTT 

TTG AC ATTCTG C GAAAG CAAC AAG CA 
AACTGAAGACCAACTCCTATGAGA 
CGCCTCTTCAGGTTCTTAAGGGATTC 
TCCGTTTTGGTTCCATTTTGTACA 

CCTTGTTGGACAGGG GGACAGGCTG 
CCTACTGGAATGTAAATATGTGATA 
TTTCTGAATGCCTACCTGGCGGTGTA 
TACCAGGCAGTGTCCCAGTTTAAA 



TGTG CAAGGG G AGCACATATTG GAT 
GTATATGTTACCATATGTTAGGAAA 

TCAAGTGAACATCTCTTGCCATCACC 
TAGCTGCCTG CACCTGCCCTTCAG 



CCGAGGAGAAGCGCGAGGGCTACGA 
G CGTCTC CTGAAGATGC AAAAC CAG 

GCAGCTGTTTGAAGTTTGTATATTTTC 
CGTACTGCAGAGCTTACACAAAA 
GCCTGTGAAATAGTACTGCACTTACA 
TAAAGTGAGACATTGTGAAAAGGC 

GCTCTGATTGTACAAGAATTACCTGT 

GCTAGTCAAGTTGTTG7TTTTCCT 

CTGTCTTTTGTAGCTCTGGACTGGAG 

GGGTAGATGGGGAGTCAATTACCC 

GGTACAACCTTCAACTATTTCTTCCAT 

GCGGACCCCCTCCTGCCAAAAGA 

GCAATTCTCCCTGCGTCATGGATTTC 

AAGGTCTTTTAATCACCTTCGGTT 

CCTTCGCTTTAACATAGGTCTAATTTA 

TTTGCCGTGCCATTTTCCATACA 

TGGTTGGAAGTGGGTGGGGTTATGA 

AATTGTA GATGTTTTTAGAAAAACT 

ACCTTCCTCCAGGAAAAGCCATTCAA 

GCCTGATTATTTTTCTAAGTAACT 

CTGTATAGCTTTCCCCACCTCCCACA 

AAATCACCCAGTTAATGTGTGTGT 

GGGGTACCTGTGTTGAGTTGATAAAC 

ATTTC CATCTTC ATTAAAACTG CT 

TGTCCACCTTTG CAGCCTGTTTCTGT 

CATGTAGTTTCAACAAGTGCTACC 

ATGCTACCTCAAAGTGCTACCGATAA 

ACCTTTCTAATTGTAAGTGCCCTT 

AGCACCCATTCCGACCATAGTATAAT 

CATATCAAAGGGTGAGAATCATTT 

TGTGGTTTAAGCTGTACTGAACTAAA 

TCTGTGGAATGCATTGTGAACTGT 

ATTACGAAGATGAACCAGTAAACGAG 

GACATGGAGTGACTATCGGGGCGG 

TCCTCCAGCTGACAGAAAAATCCAGG 
ATGAGATCAGAAGGATACTGGTGT 

TTTACACGCCCTGAAGCAGTCTTCTT 
TGCTAGTTGAATTATGTGGTGTGT 

GTTCACGGAAAAGCCAGAACCTGCT 
GTTTTCAGGGTGGGTGATGTAAATA 
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Table 8 

1 31 33509 IkappaBkinase complex-associated 

protein (IKBKAP) mRNA, complete cds 

/cds=(31 0.4308) 
5231 142 serum/glucocorticoid regulated kinase 

(SGK), mRNA/cds={42,1337) 
8571911 cDNA: FU23595 fis, done LNG15262 

/cds=UN KNOWN 
7688696 p45SKP2-nke protein mRNA, complete 

cds/cds=(37,2081) 
6841 091 rtio-gtpase activating protein 

ARHGAP9 (ARHGAP9), mRNA 

^=(406,2658) 
6841141 HSPC101 mRNA. partial cds 

fcds={0,558) 
6841243 HSPC297 mRNA, partial cds 

/cds=(0,438) 
6841273 nt85d12.s1 cDNA 

/clone=lMAGE:1 205303 
6641315 HSPC333 mRNA, partial cds 

7cds=(0,443) 
6841323 HSPC333 mRNA, partial cds 

/cds=(0,443) 
9294748 60S rfbosomaJ protein L30 isolog 

(LOC51187), mRNA/cds=(143,634) 
962251 6 DC6 protein (DC6), mRNA 

/cds=(161,466) 
6002958 Cloning vector pGEM-URA3 

6164752 F-box protein Fbx25 (FBX25) mRNA, 

partial cds /ods a {0,81 8) 
6573265 hypothetical protein FU 12673 

(FU12673). mRNA/cds=(2,1687) 
10197639 phorboMke protein MDS019 

(MDS019), mRNA/cds=<231,1385) 
6653225 histone deacetylase 3 (HDAC3), mRNA 

/Cds=(55,1341) 
8886721 ribonudease III (RN3) mRNA, 

complete cds /cds=(245,4369) 
682691 3 calcium transport ATPase ATP2C1 

(ATP2C1A) mRNA, complete cds 

/cds=(202,29l3) 
7341 090 eukaryotic translation initiation factor 2- 

alpha kinase 3 (HF2AK3). mRNA 

/cds=(72,3419) 
6907041 collagen, type I, alpha 2 (COL1A2), 

mRNA /Cds=(1 39,4239) 
11225484 VPS4-2 ATPase (VPS42) mRNA. 

complete cds /cds=(20l ,1 535) 
973901 6 Homo sapiens, X-protyl 

aminopeptidase (aminopeptidase P) 1, 

soluble, clone MGC: 15561 

1MAGE:31 39868, mRNA. complete cds 

/Cds=(140,2011) 
1 1 385353 BAF1 80 (BAF180) mRNA. complete 

cds/cds=(96,4844) 
7582270 AV648418 cDNA, 3' end • 

/clone=GLCBJC04 /done_end=3* 
1 1493699 PC3-96 protein (PC3-96). mRNA 

/cds=(1 19,586) 
680861 0 88-kDa Golgi protein (GM88) mRNA. 

complete cds /cds=(342,2237) 
12003206 IMS1-blnding protein-like protein 

mRNA. complete cds /cds=(555,2483) 

6644296 IFI16b (IFIIBb) mRNA, complete cds 

;cds=(264.23l2) 
6530993 early B-ceH transcription factor (EBF) 

mRNA. partial cds /cds=(0,1761) 
7582275 hypothetical protein (BM-002). mRNA 

/cds=(39,296) 
7582287 BM-008 mRNA, complete cds 

/cds=(341,844) 
7582297 hypothetical protein (LOC51 320), 

mRNA /cds=(67,459) 
9437514 CLK4 mRNA, complete cds 

/cds={1 53,1 514) 
13445483 60S riboscmal protein L30 tsolog 

(LOC51187), mRNA/cds=(143,634) 
13182746 microsomal signal peptidase subunit 
mRNA. complete cds /cds=(57.635) 
131 82760 CDA02 protein (CDA02), mRNA 
/cds=(2,1831) 



AGTG CTCTTGCTTTGGATAACTGTAA 
AGGGACCCATGCTGATAGACTGGA 

TGCCCCAGTTGTCAGTCAGAGCCGTT 
GGTG Mil I CATTGTTTAAAATGT 
AAAC CAATG GACAAACTTCTTG CTTC 
AAGGAACAAACTCTTAGGTTGGCA 
AAACATCATGAG AGTG GAGGCCTGC 
CACCCAGAAAGGCACATACTAGTGC 
AGTG GATTAACCCCTGCTTCTCTTCT 
TGTTC CCTGTTATCATTCCTCCCC 

GTCTGCTTATTCGTGTCTCTTACT AG 
GTTCAATTTCTTG GAGG CCGTGAT 
TGGCCTG ACTGACATG CAGTTCCATA 
AATG CAG ATGTTTGTCTCATTACC 
GCCAGACTTGAAAGAGGGCTCCAGA 
AAAAGTAGATG CGTATCTGTACAAA 
CGTCTTAATGTTCACCGTCCACAGCT 
TTGGAATAAAC CATCCTG GGAAGT 
TTAATGTTCACCGTCCACAGCTTTGG 
AATAAAC CATCCT G G GAAGTTGCT 
TCTAGCCCAGCATTGATCTAGAAGCA 
GAGGAATCCCAGCGC C T 1 1 IAAAA 
TTGCTCAGCATGCCAGCCTTTAAGAT 
TGAATTAGATTGTGTTGTTGTGGT 
AAAAGGTATAGAAATGCTGGTTG GAA 
TGCTTATTTGAAAAAGACTGGCCA 
CTG CTTCACG CCTGTGTCTCCGGAGC 
ACTTCATCGAC CTCTTCAAGTTTT 
AGAGCAGCTTGTGTATGTAAACGCTT 
CAGTGAACTTG CTAATGATC CAAT 
TCAAACCTACTAATCCAGCGACAATT 
TGAATCGGTTTTGTAGGTAG AG GA 
TCAA CCTCCGTCATGTTTTAGAAACC 
TTTTATCTTTTCCTTCCTCATGCT 
TTTCCATCTGTGTCCCAGATTGTGAC 
CCTAGACTTTCAATTGACAAGTAA 
CATGTCGTTAGATGGAACATGGAAGC 
CATTGTCTAATCAACTCTATCATT 

ATGTAATCCTGTAGGTTGGTACTTCC 
CCCAAACTGATTATAGGTAACAGT 

TGAATGATCAGAACTGACATTTAATTC 

ATGTTTGTCTCGCCATGCTTCTT 

TTTGCACATTTTACATATGCTATGTGG 

TTG CCTTTGG GTTTTCTGTACAG 

TGGTCATGTTCCAGGTGCTAGTACAT 

CATTCATGATCACCTTAATGCTCA 



AGCATAAAGAGTTGTGGATCAGTAGC 

CATTTTAGTTACTGGGGGTGGGGG 

TCAACACTTTGCTTTATTTGACACAAC 

CAGACTTTCTCAGTTCCTGTTCT 

ATGAAGAAAATCATTGAGACTGTTGC 

AGAAG GAGGGGGAG AACTTG GAGT 

ACTGAAAGACTTTTG CTTAAAGTGGC 

ATTATTGACTGCTGATGTGATGCT 

TTG GTTGGTAACTCTGTAATTC CTAA 

CTATCACTGGTTTGGTTCTGGACT 

CCACCATATATACTAGCTGTTAATCCT 

ATGGAATGGGGTATTG G GAGTGC 

AGAGGAATCTGAAAGTGCAGGGTGTT 

GGTTAAAGTTGTACCTCCCAAGTA 

I I 1 1 IC TCCATCCTGTTTCTAGCACAA 

AAATTTG C CTG CTGTGTTACAAA 

CAGATTGATTTGAAAGGTGTGCAG CC 

TGATTTAAAACCAAACCCTGAACC 

GCAACTAATAAGCCAAGGAATCGACA 

TATATTAGGTGCGTGTACTGTTTC 

TGTCCAGTGATAAATGTGATTGATCT 

TGCCTTTTGTACATGGAGGTCACC 

TCTAGCCCAGCATTGATCTAGAAGCA 

GAGGAATCCCAGCGCCTTTTAAAA 

AGGGAACAGTGTGGAGATGTTTTTGT 

CTTGTCCAAATAAAAGATTCACCA 

ACC CATTG GTATACACAGAATATTC C 

TGTGCCCACACTTAATGTCAATCT 
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Table 8 

11526792 MLEL1 protein (MLEL1) mRNA, 
complete cds /cds=(73.3099) 

7107356 CDNA. FU22528 ns, clone HRC12825 
fods=UNKNOWN 

7578788 TRAF and TNF receptor-associated 

protein (AD022). mRNA /cds=(1 6,1 104) 

9295326 HSNFRK (HSNFRK) mRNA, complete 

cds /cds=<641, 2938) 
1 2658020 norma) mucosa of esophagus specific 
1 (NMES1), mRNA/cds=(18e,44Q) 

7407145 cadherin. EGF LAG seven-pass G-type 

receptor 3, flamingo (Drosophila) 

homotog (CELSR3), mRNA 

/cds=(281,10219) 
9992877 nlcastrtn mRNA, complete cds 

/cds=(1 42.2271) 
9502099 hyefatidiform mole associated and 

Imprinted (HYMAf) mRNA, complete 

sequence /cds=UN KNOWN 
12005488 NPD012 (NPD012) mRNA, complete 

Cds /CdS={552^252) 
10197716 celt-surface molecule Ly-9 mRNA, 

complete cds rcds=(30,1 994) 
7670839 host cell factor homolog (LCP), mRNA 

/0ds=(316,1536) 
8571416 zinc finger protein mRNA, complete 

cds /cds=(1 073,31 33) 
7658294 Integral membrane protein 2B (fTM2B), 

mRNA/cds=(170,970) 
12005510 hypothetical protein FU20888 

(FU20886), mRNA fcds=<0.524) 
9246972 CUG triplet repeat, RNA-binding 

protein 1 (CUGBP1), mRNA 

/cds=(137,1585) 
9246972 CUG triplet repeat RNA-binding 

protein 1 (CUGBP1), mRNA 

12005668 ATPase, H+ transporting, lysosomal 
(vacuolar proton pump) membrane 
sector associated protein M8-9 
(APT6MB-9), mRNA /cds=(1 02,1 1 54) 

7547030 putative zinc finger protein 

(LOC51780), mRNA/cds=(744,4997) 

9433032 ser/erg-ricb pre-mRNA splicing factor 
SR-A1 (SR-AI)gene 

14009497 hypothetical protein HES6 (HES6). 

mRNAteds=(0,674) 
8802305 ribosomal protein L6 (RPL6), mRNA 

fcds=<26,892) 
1 0179833 iron inhibited ABC transporter 2 mRNA, 

complete cds /cds=d 1 1 ,1 982) 

8453173 membrane-associated caldum- 

independentphosphollpase A2 gamma 
mRNA, complete cds /cds=(2252573) 

1 2005981 mitochondrial ribosomal protein S1 5 

(MRPS15), mRNA/cds={0,861) 
12008038 HT033 mRNA, complete cds 

/cds=(203,931) 
12008038 HT033 mRNA. complete cds 

/cds-(203,931) 
1 2006052 RAB5B, member RAS oncogene family 

(RAB5B), mRNA/ctis=(20,667) 
9755050 endomembrane protein emp70 

precursor tsolog (LOC56889), mRNA 
/cds=(19,1779) 
851 58S6 dopamine responsive protein DRG-1 
mRNA, complete cds /cds=(1 5,938) 
8575774 2inc finger protein 33 1 ; zinc finger 
protein 463 (ZNF361), mRNA 
/C0s=f376,l767) 
8664852 qh07h08 Jfl cDNA, 3' end 

/done^tMAGE:l844027 /done_end=3' 

10719561 lnterleukin 22 (IL22), mRNA 

/ods=<71,610) 
11545416 folate transporte*ycamer(LOC81034), 

mRNA/cds=<128 l 1075) 



TTGATGATACCACCAGTAAAAATAGG 

ATGTTTACCCCAAAACAAGTGTCA 

TTTCAACCGAAAGGGCAGATCCAATA 

GAAGACCCGCTCCTTAAATAAACA 

ACAGAGGCAAAGTTAAGCTTGATGAT 

GGTTAAAATCG GTTTGATAGCAC C 

TGGTTGATTrcCCTCATTGTGTAAAC 
ATTGACAGGTATGTGACAAATGGG 
CACAAACTAGATTCTGGACACCAGTG 
TGCGGAAATGCTTCTG CTACATTT 

GGCCCTCTTTCCTGTCTGTGTAAATT 
GTTCCGTGAAGCCGCGCTCTGTTT 



CACTGTCCTTTCTCCAGGCCCTCAGA 
TGGCACATTAGGGTGGGCGTGCTG 
AGGAGCTATGATTAGAC7TCTGTTAG 
ACTTCCTGACTCTATCACCCACAT 

ACCCACTTTCTCCTTGGTAAAGCGTT 

TACTTAACAAAATAATACCCGAGA 

GTCACACATGACACAAGATGTACATA 

ATATCATGCTCACGCCTGGAGTGT 

ATGTG CATGTGAATGGCCTAGAGAAC 

CTATTTTTGTGTCTAAAGTTTACA 

AGATC CTGTCCTC CTTTAGCCTC ACT 

AATCAAGTTGGGTCCTATCTTCCC 

AGTTGTTAGTTGCCCTGCTACCTAGT 

TTGTTAGTGCATTTGAGCACACAT 

AATCCTTTAACTCTG CGGATAGC ATT 

TGGTAGGTAGTGATTAACTGTGAA 

GGAG GAGGAGCTTATTTCTTGGTGTA 

CTTGAATCAGAAG GTC CCT G CAAG 

GGAGGAGGAGCTTATTTCTTGGTGTA 
CTTGAATCAGAAG GTCCCTGCAAG 

AAGTGGAAGTGGGTGAATTCTACTTT 
TTATGTTGGAGTG GACCAATGTCT 



TGGGATTCATTGGCCCATAGGTACAT 
TGGAAAATGTATATCTCTCCAGCT 
GGGACCCCCAGGAGGCTGAGGATGG 
GAGACAGAGACCAGACTGTGACTTG 

TGTTTGTAGCACACTrGAGTTTGTGT 
ATT CCATTGACATCAAATGTGACA 
CGATCTGTGTTTGCTCTGACGAATGG 
AATTTATCCTCACAAATTG GTGTT 
C CAG GAG CGTG GTTTTCTGATTGTGA 
TCTGAGGTTCTGCCCCAACTGCAC 

ACATTACCTAATATTCTCACTAGCTAT 
GTTCTCCAATCCACACTGCCTTT 



AGACAGCCCTGCCAAAGCCATACCAA 

AGAC ACTCAAAG ACAG CCAATAAA 

AGAGATAGCACAGATGGACCAAAGG 

TTATGCACAGGTGGGAGTCTTTTGT 

AGAGATAGCACAGATGGACCAAAGG 

TTATGCACAGGTGGGAGTCTTTTGT 

GCCTTTCTTCCTCTCCCAACATAACA 

ATCGTGGTAACAGAATGCGACTGC 

ACCGTGTAAAGTGGGGATGGGGTAA 

AAGTG GTTAACGTACTGTTGGATC A 

GCCCAGTGCTTAAAAACGCCTTCTTG 
CATGAGG GGA7TG AACTATACAAT 
GCGG GAAGGCATGTAACCACCTAAA 
C CATCTC C GAGAACATCAGAGGATC 

TGTCAGGCTGGCTTGGTTAGGTTTTA 
CTGGGGCAGAGGATAGGGAATCTC 

GGTGGATTCCAAATGAACCCCTGCGT 
TAGTTACAAAGGAAACCAATGCCA 
ATTTATCGTAAACATCCACGAGTGCT 
GTTGCACTACCATCTATTTGTTGT 
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Table 8 

184250 mRNA;cONADKF2p566M063(from 

clone DKFZp5B6M063) 

/cds=UNKNOWN 
1 0281735 CD72 antigen (C072), mRNA 

/cds=(108 I 1187) 
9624485 triggering receptor expressed on 

myeloid cells 1 (TREM1), mRNA 

/cds=(47,751) 
9858157 lymphoid enhancer factor- 1 (LEF1) 

mRNA, complete cds /cds=(e54 t 1B53) 

10242315 beta-carotene 15,15'-dioxygenase 

(BCDO). mRNA /cds=={21 8,1 861) 
10242358 pelfino (Drosophila) homotog 1 (PELI1), 

mRNA/cds={4038,5294) 
1 2751 1 40 B aggressive lymphoma gene (BAL), 

mRNA/cds=(228,2792) 
1 2060821 Homo sapiens, clone IMAGE:409S694, 

mRNA, partial cds /cds=(0,2501) 

1 0863767 infertility-related sperm protein mRNA, 
complete cds /cds=(1 98,2978) 

1 1 139703 pumflio (Drosophita) homolog 2 

(PUM2), mRNA /cds=(23,3217) 
1 2667351 SH2 domain-containing phosphatase 

anchor protein 1 (SPAP1), mRNA 

/cdsK303,1O7O) 
1 1 762083 protein kinase anchoring protein 

GKAP42 (GKAP42), mRNA 

/cds={174 t 1274) 
1 2408012 apol/poprotein L-l mRNA, splice variant 

B, complete cds /cds=(273,1 51 7) 

12642816 Wolf-Hirschhom syndrome candidate 1- 
like 1 (WHSC1L1), transcript variant 
long, mRNA /cds=(51 8,4831) 

13936737 Bv8 protein (BV8) mRNA, partial cds 

/cds=(0.356) 
6495189 1q12-21.2 Contains a cyctophliln-Bke 
gene, a novel gene, ESTs, GSSs and 
STS 

12418001 602293015F1 cDNA, 5* end 

/clone=IMA6E:4387778 /donejand^S 1 

2570008 progesterone receptor membrane 
component 2 (PGRMC2), mRNA 
/cds=(6,677) 

3235105 RNA transcript from U17 smaO 
nucleolar RNA host gene, variant 
U 1 7HG-AB /cds-UNKNO WN 

3646273 ariadne (Drosophila) homolog, ubiquttin- 
conjugating enzyme E2-binding protein, 
1 (ARIH1), mRNA /cds=(31 4,1 987) 

3646129 XPA binding protein 1; putative 

ATP(GTP)-binding protein (NTPBP), 
mRNA /cds=(24,1 148) 

375B818 Nef-associated factor 1 (NAF1), mRNA 
/cds=(1 10,2017) 

544 1 364 mRNA activated In tumor suppression, 
done TSAP13 extended 
/cds=UNKNOWN 

5441365 syntaxinU (STX1 1), mRNA 
/Cds={183,1046) 

4584422 mRNA for AKAP450 protein 

/cds={222,11948) 
6822171 zinc finger protein 281 (2NF281), 

mRNA/cds=(23 t 2710) 
3355596 leucine rich repeat (in FLU) interacting 

protein 1 (LRRF1P1), mRNA 

/cds=(17B,2532) 
3392916 CD84 antigen (leukocyte antigen) 

(CD84), mRNA /cds=(44, 1030) 
3090427 mRNA for single-chain antibody. 

complete cds (scFv2) /cds=(0,B06) 
4826530 mRNA for phosphatase A2 activating 

protein /cds={28^244) 
12697195 mRNA for huntingfin interacting protein 

1 

6008497 methionine adenosyl transferase II, beta 
(MAT2B), mRNA /ods=(0,1 004) 



1 TGG GG GTTGTAAATTGG CATG GAAAT 
TTAAAGCAGGTTCTTGTTGGTGCA 

1 GATAGGGG CGGCCCGGAGC CAGCCA 
GGCAGTTTTATTGAAATCl 1 I I IAA 

1 CATTTGTACCCTAGGCCCACGAACCC 
ACGAGAATGTCCTCTGACTTCCAG 

1 AGTGGGATTTTATGCCAGTTGTTAAA 
ATGAGCATTGATGTACCC A 1 1 1 1 1 

1 CTTT CCTTTGCTCCCTCCCATGTTTCT 

GGTGGACTAAATTGTGTATCTGG 
1 AGTTTTCTAGATTGTCACATGCTTTGT 

GACTAATGCAAGAAAGCAAGTCC 
1 GAAACACTTTC AGGAC CTTCCTTCCT 

CTTGCAGTTGTTCTTTAATCTCCT 
1 CTCGAGG G GC CAATTACAGGAGC AC 

AGGAAGGTTCTGATTACACACCTCT 

1 TTGAGTTAAGTTGCATTTCTTTGGGC 
TATGAAGGAGTCCTCTTAAGTTTG 

1 AGGGATTGTTTCTGGACCAGTTTGTC 
TAAGTCCTGGCTCTTATTGGTTCA 

1 TGAACTGCTGCTACATCCAGACACTG 
TGCAAATAAATTATTTCTGCTACC 

1 ACTATGCAGTTTTTCTTGAAGGAACT 
AAAAGCAACT AGCTCCCT AATGGT 

1 GTCTTTCCAGCATCCACTCTCCCTTG 
TCCTCCTGG GG GCATATCTCAGTC 

1 GGAGTAGGTAGGCTCACTTCTCTTTC 
CCTTCAAAATGCTTTTCATAGGCT 

1 TCTG CTGTTGGGCTGGTGTGTGGAC 
AGAAGGAATGGAAAG CCAAATTAAT 

1 CCACTTGGAATAGGAATATCACCCCT 
ATCTTGGAAGACCAGGTGGAGGCT 

1 GCCCTATGGCGTTGTTAAACACGAGC 
GTATGCTAGTAAGTATCATTCATA 

1 GTGGGTGCATGGGGCTGTGGAGTGG 
GTGTCAGTATGGATGTGTCTGAATG 

1 CATTCGTCTGTATGCCCAGTCCCATC 
CGTGTCCTG CTGTAACTACATAGA 

1 TGTCTGCTTCTTCCATTTTCTCGTCTC 
TCTCCCCTCTTCCCCCATTATCC 



1 TGGGCAAGACATGATTAATGAATCAG 
AATCCTGTTTCATTGGTGACTTGG 

1 CCAGATTAGGGTG GCTGTC CATCCCT 
GGATAGCTATTTGCACGAATCATG 

1 CGGAG CTCTGGGTCTGCTGTAGGAA 
G CCCG GTACGTC CTTC ATGACAGGA 

1 G CACTGAATATCGAA CAAGCACT CAA 

ATTGAAGTATCAGTCATGTTTTGT 
1 AGCTGGAGGTGTCCTGCAC 1 1 1 I G I I 

ATAAGGCTACTGAAGTTACATGTT 
1 TGCCATTGGAATGTTTCTAGACGATC 

CTATTAAGAATAATGTGATGCCCT 
1 GGATAACAAGTAAATGTCTGAAAGCA 

TGAGGGGCTTTATTTGCCTTTACC 

1 TGTTTTCCTCACTACATTGTAGATGTG 

GGAATTACAGATAAACGGAAGCC 
1 AAAACTCATCTCAGAAGAGGATCTGA 

ATGGGGCCGCACATCACCATCATC 
1 AAACCCCTTTAAATGAGGGCCAGTAT 

TATCTCTGCTTTCAGAAGTAGACA 
1 GACCTGACTCCACTCTTAAACCTGGG 

T CTTC TCCTTGGCGGTGCTGTCAG 
1 CTTTTATAGCAGTTTATGGGGAGCAC 

TTGAAAGAGCGTGTGTACATGTAT 
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Table 8 

6688166 partial mRNA for GalNAc-T5 (GALNT5 

gene) /cds=(0,2008) 
8250235 cyflndromatosis (turban tumor 

syndrome) (CYLD), mRNA 

/cds=<39 1,3261) 
6688221 hypothetical protein (LOC51 234), 

mRNA/cds=<0,551) 
649 1 738 mRNA for transmembrane glycoprotein 

(CD44 gene) /cds=( 178, 2408) 

7687995 chromosome 3 open reading frame 4 

(C3orf4), mRNA/cds=<880 ( 1641) 
12043566 unc93 (Celegans) homdog B 

(UNC93B), mRNA /cds=(41 ,1 834) 

6900101 C-type (caldum dependent 

carbohydrate-recognition domain) lectin, 

superfamily member 5 (CLECS F5), 

mRNA/cds=(197,763) 
9714271 hypothetical protein FU20011 

(FU20011), mRNA ^=(380,858) 
12666977 BTB and CNC homology 1 , basic 

leucine zipper transcription factor 2 

(BACH2), mRNA /Cds=(708.3233) 
7981 276 mRNA for protein serine kinase 

(PSKH1 gene)/cds={130,1404) 
9868293 Interleukin 22 (IL22), mRNA 

Jcds=(71,6l0) 
9968295 mRNA for inducible T-ceO co-stimulator 

(1COS gene) /cds=(67,66S) 
8745180 DIPB protein (HSA249128), mRNA 

^5=077,1211) 
1 2227251 mRNA for LanCJike protein 2 (Iancl2 

gene)/cds=(186,1538) 
757351 6 tumor protein, translatlonally-controlled 

1 (TPT1), mRNA/cds=(94,612) 

1 1 558481 B-cell CLL/Jymphoma 1 1 A (zinc finger 

protein) (BCL11 A), mRNA 

/cds=(228.2735) 
720931 0 mRNA for FUC0D05 protein, partial 

cds/cds={0,337) 
7020122 hypothetical protein FLJ20189 

(FU20189), mRNA /cds=(1 22,841) 

7020163 rttideolin(NCL),mRNA 

/cds=(1 11,2234) 
13376787 hypothetical protein FLJ13660 similar 

to CDK5 activator-binding protein C53 

(FU13660), mRNA /cds={993,2252) 
7020240 cDNAFU20264fis, clone COLF7912 

/cds=UNKNOWN 
7020283 cONAFU20292fis, Clone HEP05374 

/cds=(21,1403) 
7020318 hypothetical protein FU20309 

(FU20309). mRNA /cds={41 ,1 279) 
7020383 cDNA FU20347 ffs. done HEP13790 

/cds=(708,1481) 
7020405 hypothetical protein FU20360 

(FU20380), mRNA /cds=(79,2304) 
7020560 cDNA FU20463 fis, done KAT061 43 

/cds=UNKNOWN 
7020586 chromosome 21 open reading frame 59 

(C210RF59), mRNA/cds=(360,776) 

7020763 hypothetical protein FU20568 

(FU20568), mRNA /cds=(6 l 422) 
7020863 DKFZP586A011 protein 

(DKFZP586A011),mRNA 

/cds=(330,632) 
7020886 hypothetical protein FU20647 

(FU20847), mRNA fals*(90 t B36) 
7020924 cDNA FU20673 Ms, done KAIA4464 

/cds^l 04,1402) 
7020935 cDNA FU20682 Ms, done KA1A3543, 

highly similar to AF1 31 825 clone 24945 

mRNA sequence fcds=UNKNOWN 

7021025 cDNA FU20738 Rs, done HEP08257 

/cds^UNKNOWN 
7021058 hypothetical protein FU20758 

(FU20758), mRNA/cds=(464,1306) 



1 AGATCCTGAAAGTAGCTGCCTGTGAC 
CCAGTGAAGCCATATCAAAAGTGG 

1 TACTGCTAAGTGCTTGGTTGGGGTGG 
TGAGATGATGATTAG ATCAG G G GT 

1 TTGTACCCAGAGACTATGATTTATATT 
GATTGCACTTGCCTGCCATGATT 

1 TTTCAGATGCTTCTGGGAGACACCAA 
AGGGTGAAGCTATTTATCTGTAGT 

1 TTGTG GTAATATGATGTGCC TTTCCTT 
GCCTAAATCCCTTCCTGGTGTGT 

1 CACAAGGTGCGCGGTTACCGCTACTT 
G GAG GAG GACAA CTC GGA C GAGAG 

1 TAGACTCACGAACAAATCCACCTGAG 
ATCAGCAGAG CCACCCTAGATCAG 



1 CCTCAGAGGCTTACTCTAACCCATCC 
CAGAATAAATG GAGACTTC ATGTG 

1 AGGCTGTTGATGCTTATTCTCTGTAA . 
CTMGAATTTTACCTTTTGGGGGA 

1 GTAAACGTATCCTCTGTATTCAGTAA 

ACAGG CTGCCTCTCCAGGGAGGGC 
1 AACTAAC CCCCTTTCCCTG CTAGAAA' 

TAACAATTAGATGCCCCAAAGCGA 
1 GCCTCGACACATCCTCATCCCCAGCA 

TGGGACACCTCAAGATGAATAATA 
1 GCACAGTCACATTCCCTCCTTAGGAA 

TCTTCCCCTTCCACCCTTTACA 
1 TTTGAGGTTCTTTGGTTTTGTTAGTAA 

AAGCGAGTTCTGTGGTGATGACC 
1 CATCTGAAGTGTGGAGCCTTAC CCAT 

TTCATCACCTACAACGGAAGTAGT 

1 TTTTGGCAGTTGTCTGCATTAACCTG 
TTCATACVVCCC^TTTTGTCCCTTT 

1 TGGTGTTTATGTACTACTCTATAGAAC 
TCTTGGCTTGCACTTCTACAGCT 

1 ACAGGCAAAGTGACAGGGGAAAAGG 
AATTAGTCTAAGAGTAAGGGGATGA 

1 TGGTCTCCTTGGAAATCCGTCTAGTT 
AACATTTCAAGGGCAATACCGTGT 

1 GTCTACCAG G CGAAAACC ACAGATTC 
TCCTTCTAGTTAGTATAGCGGACT 

1 ACTTCTCTTGATGTAGAAAGAGATGA 

CGTTGTTACCCTGAGTGACAGTCA 
1 TGAGCTAAGTGTCATG CATATTTGTG 

AAGAAACACCCTTGTTTGGTCCCT 
1 CTGAGCAAGGCAGATGACCTAATCAC 

CTCAC GACAGCAATACAG C AGTG A 
1 TTTGTACTATTGCTAGACCCTCTTCTG 

TAATGGGTAATGCGTTTGATTGT 
1 TGCTATGCTAATGTCTAGAAAGGCAT 

ACGATGCTACTATTATGCTCTG7T 
1 ACTGCTCTTTCTCAGGCCCAAGGTAA 

AAAGGTTTTTGGTCTCATGTTGAC 
1 TCACCAGCTGATGACACTTCCAAAGA 

GATTAGCTCACCTTTCTCCTAGGC 

1 CAGAGTAGGCATCTGGGCACCAAGA 
CCTTCCCTCAACAGAGGACACTGAG 

1 TGCATGAAG CACTGTTTTTAAACCCA 
AGTAAAGACTG CTTGAAAC CTGTT 

1 TGATTTTGCMCTTA GGATGTTTTTGA 
GTCCCATGGTTCATTTTGATTGT 

1 TTTGAGC GATCTCTCACATGATGG G G • 
TTCTTTAGTACATG GTAACAGCCA 

1 CCCGGCCTGGGACTCAGCATTTCTG 
ATATGCCTTAAGAATTCATTCTGTT 



1 AGTTTTGCTGAAGACTGG CCTTATTA 
ATGGACAGCTTTCCTAACAAGAGA 

1 GGGTCAATAGTTTCCCAATTTGAGGA 
TATTTCGATGTCAGAAATAACGCA 
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mRNA for KIAA1682 protein, partial 
Cds/cds={1 9,2346) 
CONA FU1 0249 fis, clone 
HEMBB1 000725, highly similar to 
Rattus norveglcus GTPase RabSb 
mRNA /cds=U N KN OWN 
multifunctional polypeptide simlarto 
SAICAR synthetase and AIR 
carboxylase (ADE2H1), mRNA 
/cds=>(24,1301) 

tumor necrosis factor receptor 
superfemily, member 6b, decoy 
(TNFRSF6B), transcript variant 2, 
mRNA/cds={e27,4486) 
phosphoprotein regulated by mitogenic 
pathways (C8FW), mRNA 
/cds=(273,1391) 
hypothetical protein FU10470 
(FU10470), mRNA/CdS=(6,2054) 
protein phosphatase 1, regulatory 
(inhibitor) subunit 1 5A (PPP1 R15A), 
mRNA /cds={240 ,2264) 
cDNAFU 10500 fis, done 
NT2RP2000369 /cds=UNKNOWN 
heterogeneous nuclear 
ribonucleoprotein F (HNRPF), mRNA 
/cds=(323,1570) 
hypothetical protein FU20530 
(FU20530), mRNA /cds=<1 0.1 683) 
cONA FU 10566 fis, clone 
NT2RP2002959, highly similar to 
UBlQUmN-CONJUGATING ENZYME 
E2-17KD2(EC6.3.2.19) 
/cds=UNKNOWN 
enhancer of polycomb 1 (EPC1) 
mRNA, complete cds /cds=(1 51,2442) 

RPB5-mediating protein (RMP). mRNA 
/Cds=(465,1991) 
602321 909F1 cDNA, 5* end 
/done=IMAGE:4425098 /clone.end^ 

fatty-acid-Coenzyme A Hgase, long- 
chain 3 (FACL3), mRNA ■ 
/cds=(H2,2304) 
hypothetical protein FU10S52 
(FU10652), mRNA /cds=(50,1 141) 
GTP-binding protein (NGB), mRNA 
7cdS=(23,1924) 
cONA FU 10768 fis, done 
NT2RP4000150 /cds=4JNKN0WN 
cDNAFU 12877 fis, done 
NT2RP2003825 7cds=(3 13,738) 
hypothetical protein FLJ10814 
(FU10814), mRNA/cds=(92.3562) 
SAC2 (suppressor of actln mutations 2» 
yeast, homolog)-like (SACM2L), mRNA 
/cds=(0,2165) 

hypothetical protein FU10450 
(FU10450), mRNA /cds=<66, 1 622) 

CGI-97 protein (LOC51 1 1 9), mRNA * 
/cds=(1 70,922) 

cONA FU10960 fis, clone 
PLACE1 000564 /Cds=UNKNOWN 

serurn/gtucocorticoid regulated kinase 
(SGK), mRNA/cds=(42,1337) 

hypothetical protein FU11021 similar 
to splicing factor, arginine/serine-rich 4 
(FU11021), mRNA /CdS=(446,1054) • 

HSPC126 protein (HSPC126), mRNA 
/cds={25,837) 

CDNAFU1 1080 fis, done 
PLACE1005181 /cds=UNKNOWN 

hypothetical protein FU1 1110 
(FU11110), mRNA/cds=(44,1033) 

beta-1,3-N- 

acetylglucosaminyltransferase 
(BETA3GNT), mRNA /cds={235, 1 428) 
hypothetical protein FU 1 1 1 64 
(FU11164), mRNA/cdS=(56,1384) 
hypothetical protein (BM-009), mRNA 
/cds={385,1047) 



TGAGAGCTGAAATGAGAC CATTTACT 
TTGTTTAAAATGCTGTACTGTGCA 
TTGAGCTAAGACCTTAGGAAATTCAC 
TTTCTG CATGATAAAATGAC C CAA 



TGTCATTGTACACTTTATTTC CCTC AC 
ACTGTGTTATG CTCTGATGTGCT 



GGTCTCTTTGACTAATCACCAAAAAG 
CAACCAACTTAGCCAGTTTTATTT 



AGGTTCTTCCTGTACATACGTGTATA 
TATGTGAACAGTGAGATGGC CGTT 

ACTTGGATGCTGCCGCTACTGAATGT 
TTACAAATTGCTTGCCTGCTAAAG 
GGGAG GCGTGGCTGAGACGAACTGG 
TTTGCCTATAATTTATTAACT ATTT 

TCTCCCAGAATGTACTTATCTTACCTC 
GGCATGTACTGTAGTCACTGAGT 
TGTGCACTGTTGTAAACCATTCAGAA 
TTTTCCTGCTAGGCCCTTGATGCT 

CATC GGCCAGACAGAGTTGAATG CAA 
GCAATCCAGAAGAAGTGTTACAGC 
TGCTCTAGCCATCAG GTTCTTTCAAA 
TGCATCTTTACACTCTTGCACAAA 



TGAGCATGAAATGGGATCCTG CATC A 
CTTGTTTTMCTATTTATTTTG CC 

TTTGCGGCTAGTTGGCTATTCAAGAA 
ACCTCGCCCCTCTGAATGTCATAC 
GTTTACGTGGAAGAAACGCTAAGGGT 
TTGCTCCCAGGAAAGGAGAGGAAG 

TGCTCAAATCAGGACTTAAATCATAG 
GCACCACATTTTTCATGTCAGACT 

TGAAATTCT ACCCATCTTGAGGGAGG 
ACCGTTCCTCAGTTAAGGACTTGT 
ATGAGTGTGTCGGAATCCCGTGCTTA 
AAATACGCTCTTAAATTATTTTCT 
AAATCAGAACTGAG GTAG CTTAGAGA 
TGTAGCGATGTAAGTGTCGATGTT 
AG GCTTTAGCAAAGATGG ATATATTG 
GTGACTGAGACAGAAGAACTGGCA 
AGTG G G CCTAACTCATGTG AGCTTGA 
TAACTGATGAACTCATTGGGAG C A 
MCACTAACCTCTCCCCTCCTGGCTC 
AAGAATTACTCCGAAGTCAGTCTG 

TCTGTCAGGAAATGTAACTTTGG Mil 

ATTTTTG G CTTATTC CAAG G G GT 

AAATrGTGCCGGACTTACCTTTCATT 

GAACATGCTGCCATAACTTAGATT 

TGGCAGGGAGCTGGGACCTGGAGAG 

ACAACTCCTGTAAATAAAACACTTT 

AG G G AGATAATG GAGTCCACTTTAAT 

TTGGAATTCTGTGTGAGCTATGAT 

AGATCAGTGATACTGGTGTTAGTGTT 

GTAATCAGGTTAAACCCACTTCCA 

CCATTTGACAGTAAAGGCTCTTGGCT 
TCT GTTG GAGG CATGGGAAATTGT 
TTTAACAGCCTGTCCTCCCGGCATCA 
GGAGTCATTGAACAATCATGGATT 
AATACTTATTGTTTGGCAGGTCATCC 
ACACACTTCTGCCCCCACTGCATT 
TTATCAGATG GGATACTGG G GACTAT 
AAACAATGGAAATAAAGCCACTGT 

CCCTGTGCCTTTCCTTTGAGAGTGAA 
G GTG G GTG GAGTTGACCAGAGAAA 
TGTGTG CGTAGAATATTACGTATGCA 
TGTTCATGTCTAAAGAATG GCTGT 
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916 Table 3A Hs.155313 AK002127 7023814 DNA sequence from clone RP5-885L7 1 TCTACATGTGACTGGCTTTCTTGCCC 

on Chromosome 20q 13.2-1 3.33 TCGTCTCTTGAATGTTTAGACTCT 
Contains ESTs, STSs, GSSa and eight 
CpG islands. Contains the 3' end of the 
NTSR1 gene for high affinity 
neurotensin receptor 1, a putative novel 
gene, a novel gene sfmOar to a fly gene, 
the gene for opioid growth factor 
receptor (7-60 protein), the COL8A3 
gene for collagen IX alpha 3, a putative 
novel gene similar to a fly gene, the 
TCFL5 gene for basic helix-loo p-hefoc 
transcription factor-like 5, anARF4 
(ADP-ribosylation factor 4) pseudogene, 
a novel gene and the 3' end of the gene 
for a novel protein similar to mouse 
death Inducer obliterate: 1 (DlO-1) 
(contains KIAA0333) /cds=(0,3i29) 



917 


Table 3A 


Hs.5518 


AK002173 


7023839 


918 
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HsJ270557 


AK021517 


10432713 


919 
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Hs.1 26707 


AK021519 


10432715 


920 
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Hs.77558 


AK021563 


10432767 


921 
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Hs.11571 


AK021632 


10432852 


922 


Table 3A 


Hs.12315 


AK021B70 


10432901 


923 


Table 3A 


Hs.241567 


AK021704 


10432943 


924 


Table 3 A 


Hs.271541 


AK02171S 


10432954 


925 


Table 3A 


Hs.5019 


AK021776 


10433029 


926 


Table 3A 


Hs.286212 


AK021791 ' 


10433048 


927 
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Hs.9098 


AK021925 


10433223 


92S 
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Hs.288178 


AK022030 


10433346 


929 
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Hs.22265 


AKQ22057 


10433376 


930 


Table 3A 


Hs.22265 


AK022057 


10433376 


931 
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Hs.20281 


AK022103 


10433424 


932 
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Hs.9043 


AK022215 


10433563 


933 
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Hs.94576 


AK022267 


10433526 


934 


TaWe 3A 


Hs.318725 


AK022260 


10433640 


035 
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Hs.1 32221 


AK022463 


10433B6T 


936 
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Hs.105779 


AK022481 


10433892 


937 
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Hs.8068 


AK022497 


10433916 


938 
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Hs.179882 


AK022499 


10433920 


939 
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Hs.287863 


AKD22537 


10433983 


940 


Table 3A 


Hs.332541 


AK02254S 


10433997 


941 


Table 3A 


Hs.21938 


AKD22S54 


10434010 



cONA FU1 131 1 fis, done 
PLACE1010102 fcds=UNKNOWN 
cDNA FU11455 fis, clone 
HEMBA1 001497 /cds=UNKNOWN 
hypothetical protein FLJ11457 
(FU1 1457), mRNA /cds=(1 03,867) 
CONAFU11501 fis. clone 
HEMBA10021Q0 fods=UN KNOWN 
CONAFU1 1570 fis. done 
HEMBA1 003309 /cds=UN KNOWN 
hypothetical protein FU11608 
(FU11608), mRNA fcds=(581,1184) 
RNA binding motif, single stranded 
interacting protein 1 (RBMS1), 
transcript variant MSSP-2, mRNA 
/cds=(2B5,1434) 
cONA FL/1 1653 fis, done 
HEMBA1004538 /CdS=UNKNOWN 
CDNAFU11714 fis, done 
HEMBA1 00521 9, weakly similar to 
NUCLEAR PROTEIN SNF7 
/cds=UN KNOWN 
hypothetical protein FU11729 
(FU1 1729), mRNA fcds=(31 1 ,1 150) 
hypotheticai protein FU20473 
(FU20473), mRNA /ods=(57,1472) 
cONA FU11968 fis. done 
HEMBB1001133 /CdS=UNKNOWN 
pyruvate derryd/ocenase phosphatase 
(POP), mRNA/cds=<131.1855) 

pyruvate dehydrogenase phosphatase 
(PDP). mRNA/cds=(131.1855) 

mRNA for K1AA1 700 protein, partial 
cds/cds=(1 08,2180) 
cDNA FU1 21 53 fis, done 
MAMMA 1000458 /Cds=UNKNOYVN 
cDNA FU 12205 fis, done 
MAMMA1000931 /cds=UNKNOWN 
CGI-72 protein (LOC51 105), mRNA 
/CCte=(69 l 1400) 
hypothetical protein FU12401 
(FU12401). mRNA/cds=(3,1526) 



MAMMA1003047. highly similar to 
protein Inhibitor of activated STAT 
protein PlASy mRNA /cds=UNKNOWN 

hematopoietic PBX-interacting protein 
(HPIP). mRNA/cds=(80,2275) 
hypothetical protein FU12443 
(FU12443). mRNA/cds=(187.900) 
hypothetical protein FU12475 
(FU12475). mRNA/cds*(16,1065) 
Homo sapiens, Similar to RIKEN cDNA 
2700083806 gene, clone MGC:4669 
IMAGE;3531BB3, mRNA. complete cds 
/cds*(87,1050) 

hypotheticai protein FU12492 
(FU12492), mRNA /cds=(172,1 848) 



TGGTACCCAAACTCACCATTTGGTCC 

TCTTTAATCTTTGAG G GTTTCAAT 

TTCCATTTATTCATGTACATTG GCCAG 

TTCCTGGTCCTTGTCTGACTTCT 

AACCATCTGGAGTCAGTACAGATCAT 

CAATCCTTCCACATATACAAGTTC 

GGCCACCTGCTGACTATTTGTGGTTT 

AAAATAAAAGGTTTACTTGTCTGC 

TCTTTGTAAAGCACGATGATACAAAT 

CTGGTGCCAGTGTTATATTTTGCA 

CATGGATATCATGTATCCTTCCTGGT 

GCTGACACAGCTGTCAGCTTGTAA 

ATAAGGTGCATAAAACCCTTAAATTC 

ATCTAGTAGCTGTTCCCCCGAACA 



T6GACCGGAGTCTGCTGAGTTTATAA 
GGTTCCAAAAATATGGTAAAATCT 
ACTCGACCTTGGTAAACGGAAATGTT 
GG G G GTGAAGAG AAAC AATC ACTA 



TTCAAGGTTCTGCGAAATTAATTG6G 

CAGGTTAATTGTGTACCTGAAACT 

TCCCCAGGATGGGGCCTCATACAAC 

CCTTCATCTGCACTCAACATTTAAT 

TTTTAGACATGGAGTGCAGGTGGACA 

CTGTGTGAACTGTTTTTGGTCAGT 

CAAGAAACTTGGTCTGCAGTCTGGAA 

GCTTGTCTGCTCTATAGAAATGAA 

CAAGAAACTTGGTCTGCAGTCTGGAA 
GCTTGTCTGCTCTATAGAAATGAA 

TGTTGAACGGTTAAACTGTGCATTTC 

TCATTTTGATGTGTCATGTATGTT 

CCCCTTCMCTGAGGGTCATTTTACC 

AGAGTCAATAAAGGCCAACCCTTC 

ATTCTGAGGGTGACTGAGGCTACAG 

CTGCTATCACATGCCGAACTTTCTT 

TG GTATCAGGAGTTG G GATTTCTCAG 

CACTGCTAATGAAGATCCCCTCTT 

CGCAGAGAGGAGAAAAGGAGACAGC 

AA GA C G C CAATAAAG AAACACAACT 

CCCGCACGGGCAGCTGAAGGCCGCT 
GTTTTCTAATATTTGTATTCTAATT 



CCC CTGGGAGATGTAGCAAATTGAGT 
GTGGGTTTTGGAGTCTGAGCGTCA 
GCAGAGGGAGGGTTGCCATGAAGGA 
ACTTGGG ATTTTCAATG GAATAAAT 
CCTTTCACGTCTGGACGAATTACCAA 
ATGCCATGAATTGC CACTGTGTGT 
AGGAAGATGGCGCTGTTATCAGCGG 
GGAAATGTACTATTTAAGATCAGCT 



ATCCAAGTCTGAAACTCTGCGCTCTA 
GTACTGCTGTTAAGATACACAACT 
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942 Table 3A 

943 Table 3A 

944 Table 3A 

945 Table 3A 

946 Table 3A 

947 Table 3A 

948 Table 3A 

949 Table 3A 

950 Table 3A 

951 Table 3A 

952 Table 3A 

953 Table 3A 

954 Table 3A 



955 Table 3A 

956 Table 3A 

957 Table 3A 

958 Table 3A 

959 Table 3A 

960 Table 3A 

981 Table 3A 

962 Table 3A 

963 Table 3A 

964 Table 3A 

965 Table 3A 

968 Table 3A 

967 Table 3A 

958 Table 3A 

969 Table 3A 

970 Table 3A 

971 Table 3A 

972 Table 3A 



Hs.7010 AK022568 10434032 

H&11558 AK022623 10434128 

Ha 173385 AK022681 10434216 

HS.288836 AK022735 10434309 

Hs.9903 AK02275S. 10434350 

Hs.77573 AK022790 10434395 

Hs.27476 AK022811 10434426 

HS.58488 AK022834 10434481 

Hs.108779 AK022874 10434520 

Hs.56847 AK02293S 10434613 

Hs. 14347 AK022939 10434618 

Hs.4859 AK022974 10434875 

HS.1 93313 AK023D13 10434731 



Homo sapiens, clone MGO.14452 
IMAGE-4304209, mRNA, complete cds 
/cds=(88.1953) 
CDNAFU125B6 fis, clone 
NT2RM4Q00852 /cds=UNKNOWN 
hypothetical protein FLJ12619 
(FU12619), mRNA /cds=(391, 1080) 
hypothetical protein FU12673 
(FU12673), mRNA/cds=t2 t 1667) 
cONA FU 1 2696 fis, done 
NT2RP1000513, highly similar to NifU- 
like protein (hNifU) mRNA 
/cds=UNKNOWN 

uridine phosphorylase (UP), mRNA 
/cds=<352,12B4) 
cDNAFUl2749fis, clone 
NT2RP2001149 /cds=UNKNOWN 
catenln (cadrterirvassoctated protein), 
alpha-like 1 (CTNNAL1), mRNA 
/cds=<43,2247) 
cDNAFU12812fis, done 
NT2RP2002498 /cds={3,2360) 
cDNAFLJ 12874 Ms, done 
NT2RP2003769 /cds=UNKNOWN 
cONA FU1 2877 fis, done 
NT2RP2003825 /cds=(31 3,738) 
cydin L ania-6a (LOC57018), mRNA 
/CdS=(54,1634) 

Homo sapiens, NADH dehydrogenase 
(ubiquinone) 1, subcomplex unknown, 2 
(14.5kD, B14.5D), done MGC:1432 
IMAGE:2990086, mRNA, complete cds 
/cds=(150,509) 



Hs.288141 AK023078 10434831 
Hs. 17279 AK023088 
HS. 142442 AK023129 

Hs. 180638 AK023143 10434930 

Hs.172035 AK023154 10434948 

Hs.7797 AK023166 10434966 

Hs.72782 AK023183 10434995 

Hs.234285 AK023204 10435025 

Hs.236494 AK023223 10435057 

Hs.288932 AK023256 10435106 

Hs.126925 AK023275 10435137 

Hs.75748 AK023290 10435162 

Hs.285017 AK023291 10435163 

Hs.288929 AK02332O 10435204 

Hs.227400 AK023362 10435266 

Hs.155160 AK023379 10435291 

Hs.1 25034 AKQ23402 10435324 

Hs.285107 AKQ23459 10435401 



hypothetical protein MGC3156 
(MGC3158), mRNA fcds=(1 56,2501) 
1 0434 845 tyrosylprotein sulfotransferase 1 
(TPST1), mRNA/cds=(81,1193) 
10434809 cDNAFUl3067fls,don8 

NT2RP3001712, highly similar to HP1- 
BP74 protein mRNA /cds=UNKNOWN 

hypothetical protein FU13081 
(FU13081), mRNA/cdS=(170,2098) 
cDNA FU 13092 fis, clone 
NT2RP3002147 /ods=(34.608) 
TERF1 (TRF1).interacting nudear 
factor 2 (TINF2), mRNA 
/cds=(262,132B) 
hypothetical protein FLJ11171 
(FU11171), mRNA /ods=(1 34,2446) 
cONA FU 13142 fis, clone 
NT2RP3003212, moderately similar to 
Rattus norvegfcus lamina assodated 
polypeptide 1C (LAP1C) mRNA 
/cds=(55,1443) 

RAB10, member RAS oncogene family 
(RAB10), mRNA /cds=<90,692) 
hypothetical protein FU13194 
(FU13194), mRNA /cds=(300,809) 
hypothetical protein FU 1 321 3 
(FU13213), mRNA fcds=(233,1669) 
cDNA FU13228 fis. done 
OVARC1 000085. highly similar to 
mRNA for proteasome subunit HC5 
/cds«UNKNOWN 
hypothetical protein FU21799 
(FU21799). mRNA /cds=(1 59,923) 
hypothetical protein FU 13258 similar 
to fused toes (FU13258), mRNA 
/cds=(163,1041) 

miiog en-activated protein kinase 
kinase kinase kinase 3 (MAP4K3), 
mRNA/cdS={360 t 3014) 
Homo sapiens, SimDar to splicing 
factor, arginine/serine-rich 2 (SC-35), 
done MGC-J2622 BVIAGE3501687, 
mRNA. complete cds /cds=(30,878) 
mRNA for putative N-acetyi transferase 
/Cds={208,2808) 
hypothetical protein FU 13397 
(FU13397), mRNAteds=(221,1558) 



TGGATAGCCATTTCTGCTCAACCACA 
CATTCTCTAAGAAACAGCTTGAAA 

TGTTGTATGTGGATGGGGAAGTTTTG 

TTTCTCCTCTTAGCATTTGTTTCT 

TCTGAATGATCCTACTCCTTTGGAGT 

AAAACTA GTGCTTAC CAGTTTCCA 

TCCTTTTGTAGCGACTTTGAGTCTGC 

AGTTGTCAGTAAGCCTTTTTAAAG 

GGGGGAAATTACCAGTAGAATGCCTT 

GGTCTGAATATTTGATAGAACCAA 



CTGGTACTTTACAGTTTTGCACCAAC 
TCTGCCAAGCCACTGGATCTTACA 
ATCCAGTCACTCATCAAGTGTAATCT 
GT CTCCTAA ATATCTCTGGAACCT 
AG CTTTTGGGGT CAGATCTCTG GAAC 
ATCATGTGATGAAG CTGACATTTT 

AGCAGTTAGGCTTGACTTTGAGGAGA 

GGCTGTGATGTTTATGATCCCTGA 

GCTGTCCACAGAAAACGCCCTTAAGT 

AGCCCTACCTTACTCCTTAGAGCT 

CATG GGTATTAATAGTCTTTGCTGCT 

GGTAATACTGAAAGAACCTGCTTT 

AG GATTTGATTTCTTGAAACCCTCTA 

GGTCTCTAGAACACTGAGGACAGT 

GGACTCAGGAGCTAATACTGTCTACA 

GTGGAGCTTGGTG CAATTAGAAGC 



ACCAGGAGGACAGAGTTTGCTTTCAT 
ATTTTCCCTGTAAGTAAGAGGGCT 
CC ATGAAGAAG CAAGACGAAAACACA 
CAGGAGG GAAAATCCTGGGATTCT 
TTGGAATTTGTGTTGCATGTAAGGCA 
ATCTTTCCTGTTGTAAATCTTCCT 



AG GAAACTGAGTAGACTCCTGTGTAA 

CC CTGTTTG GAACTTTGCCTTCTT 

TTTACAAGGCAGAATGGGGTGTAACA 

GTTGAATTAAACTAGCAATCACGT 

TAGTAGGAATGAAGTGGAAGTCCAG 

GCTTGGATTGCCTAACTACACTGCT 

AGTGTTTAGTCTCATGTTGG GAACAC 
ATGAATGTGATGAACATAGTGAAT 
ACCCTTTGAGAGTTCCACAAGTGGTA 
GTAGAGTGGTTTAACGTCTTTCCT 



TTGCCC C II MC I GTAAGTCTCTTGG 
GATCCTGTGTAGAAGCTGTTCTCA 
ACTCATCAATTGAAAAGTCCTCCAAA 
AAGAGAACTATTGGGAAACCATGG 
AGATGGGTGAATCAGTTGG GTTTTGT 
AAATACTTGTATGTGGGGAAGACA 
TCA GACCTG GTTGATTTTGTACTTTG 
GAACTGTACCTTGGATGGTTTTGT 



GTATCTCATGGCCTCTTGATGTG GAA 
AGAAGTTGACAGAGGGTTGCAGGG 
AGTTCAGTGAGAAGAAACCAGAACAC 
TTGTTCCTAGTGTTGTGTT GTTTT 

GCAGATGGCTATGTGCTAGAGGGCA 
AAGAGTTG GAGTTCTATCTTAG GAA 

TTG GTGTCAATGATCTGGTGAC AATA 
G GATTAC ATTG GAG CCAATTGAAT 



AACTAGAAGATGTACTTC GACAGCAT 
CCATTTTACTTCAAGGCAGCAAGA 
ATACACTTTTCCAAATTTGTCCCAACA 
GCCCTGTAAGCCAGCTTTCTTCT 
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973 Table 3A 

974 Table 3A 

975 Table 3A 

976 Table 3A 

977 Table 3A 

978 Table 3A 

979 Table 3A 

980 Table 3A 

981 Table 3A 

982 Table 3A 

983 Table 3A 

984 Table 3A 

985 Table 3A 

988 Table 3A 

987 Table 3A 

988 Table 3A 

989 Table 3A 

990 Table 3A 



H&.172028 AK023460 10435403 



Hs.315054 AK023470 

Hs.164005 AK023494 

Hs.129872 AK023512 

Hs.63525 AK023529 



Hs.1 16278 

Hs.43047 

Hs.183495 

Hs.17448 

Hs.178357 

Hs.30818 



AK023633 
AK023847 
AK023670 
AK023680 
AK023719 
AK023743 



Hs.1 57777 AK023779 

Hs.7871 AK023813 

Hs.49391 AK023825 

Hs:1 19908 AK023975 

Hs.26039 AK023999 

Hs.23170 AK024023 

HS-24719 AK024029 



10435414 
10435442 
10435467 
10435489 

10435617 
10435632 
10435682 
10435678 
10435734 
10435768 

10435815 
10435861 

10435876 
10436193 
10436234 
10436276 
10436287 



a cfisintegrin and metallop roteinase 
domain 10 (ADAM 10), mRNA 
/cds=(469.2715) 
hypothetical protein MGC15875 
(MGC15875), mRNA /cds=(651,1 178) 
cDNA FU13432 fis, dona 
PLACE1 002537 /cds=UNKNOWN 
sperm associated antigen 9 (SPAG9), 
mRNA /cds=(1 10,2410) 
cDNA FU13467 fis, clone 
PLACE1003518, highly similar to 
hnRNP-E2 mRNA /cds=UN KNOWN 
cDNA FU13571 fis, clone 
PLACE1008405 /cds= UN KNOWN 
cDNA FU 13585 fis, clone 
PLACE1009150/ods=UNKNOWN 
cONA FU13608 fis, clone 
PLACE1010628 /cds= UN KNOWN 
cDNA FU13618fte, clone 
PLACE1010925 /cds=UNKNOWN 
hypothetical protein FU 13657 
(FU13657), mRNA/cds=(87,1172) 
cDNAFUl3681fis, clone 
PIACE200O014, weakly similar to 
HYPOTHETICAL HELICASE C2BH8.3 
IN CHROMOSOME III 
/cds=UN KNOWN 
cONA FU 13717 fis, clone 
PLACE2000425 /CdS= UN KNOWN 
cDNA FU 13751 fis. clone 
PLACE3000339, weakly similar to 
GLUCOAMYLASE S1/S2 
PRECURSOR (EC 3.2.1.3) 
/Cds=(436,2805) 
cONA FU13763 fis, done 
PLACE4000089 /cds=(56,547) 
nucleolar protein NOP5/NOP58 
(NOP5/NOP58), mRNA /cds=<0.1589) 
cDNA FU13937 fis, done 
Y79AA1000805 /cds=UN KNOWN 
homolog of yeast SPB1 (JM23), mRNA 
/cds=(300.1289) 
cDNA FU13967 fis, done 
Y79AA1 001402. weakly similar to 
paraneoplastic cancer- tesOs-braln 
antigen (MA4) mRNA/cds=(684,1397) 



991 


Table 3A 


. Hs.1 68232 


AK024030 


10436289 


hypothetical protein FU 1 3855 
(FU13855), mRNA /cds^U.IO^ 


1 TGC C CTAATCTTG AGTTG AG G AAATA 
TATGCACAGGAGTCAAAGAGATGT 
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Hs.129872 


AK024068 


10438350 


sperm associated antigen 9 (SPAG9), 
mRNA /cds=(1 10,2410) 


1 GCTAGATTGTGAAGTACATGGGATTT 
CATGAGCCAGAGGAGGCATTTGGA 


893 


Table 3A 


Hs.333300 


AK024088 


10436379 


hypothetical protein FU 14026 
(FU 14026), mRNA /cds=(57,1826) 


1 GCCTCAAAGAAAACCCAGAGTGCCCT 
GTTCTAAAACGTAGTTCTGAATCC 


994 
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Hs.281434 


AK024090 


10435383 


cDNA FU14028 fis. done 
HEMBA1 003833 /cdS=UN KNOWN 


1 AATCCCAGGGCTTGGTTAAGTGCTGT 
GTGATAACTTGTTTG GATGAGACT 
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Hs.287864 


AK024092 


10436385 


cDNA FU14O30 fis, done 
HEMBA1 004085 /cds=UNKNOWN 


1 AG GTTTCTTACCC AACACAAATGGAC 
AGTGGATTTGACTTTCTAAAGACT 


996 
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Hs.288856 


AK024094 


10436388 


prefoldin 5 (PFDN5), mRNA 
/cds=<423,926) 


1 CCTGGTGATGGGAAGGGTCTTGTGTT 
TTAATGCCAATAAATGTGCCAGCT 
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Hs.208888 


AK024118 


10438421 


cDNA FU 14058 fis, done 
HEMBB1 000335 /cds=UN KNOWN 


1 AAAATATTGAGCCAGG CCCTGG GGA 
AGTGGGAAGTGAGAGCCAGAGCGGC 
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Hs.1 18990 


AK024119 


10436422 


cDNA FU 14057 fis, done 

HEM BB1 000337 /Cds=UNKNOWN 


1 AGCACACAAGGAATCCCAGAAAATGT 
TG GCTG AAG GAATAAATG GATGG A 


999 
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Hs.235498 


AK024137 


10438443 


hypothetical protein FU14075 
(FU14075), mRNA /cds=(1 1 1 ,2027) 


1 CACTG CCTACCGCCATTCATGATTAA 
ACCATCCAGAAATACCATCCCTGT 


1000 
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Hs.289037 


AK024197 


10436518 


cDNA FU14135 fis, done 
MAMMA1 002728 /cds=UNKNOWN 


1 AAATGAGATGGCCTCTGCGGACACAT 
GAAAGGGTACTTCAGCTTACCAAA 


1001 


Table 3A 


HSJ289088 


AK024202 


10436523 


heat shock 90kD protein 1, alpha 
(HSPCA). mRNA/CdS«(60,2258) 


1 TGGACTAGGAGAGACTTGATTTTGGT 
GCTAAAGTTCCCCAGTTCATATGT 


1002 


Table 3A 


Hs.14070 


AK024228 


10436554 


hypothetical protein FU14166 
(FU1 41 66), tnRNA /cds=(203,568) 


1 CTCACAGCCAGCACGACCCCCAGAA 
AGAGGCGTCCCACAATAAACACGTC 


1003 


Table 3A 


HSJ24115 


AK024240 


10436567 


cDNA FU14178 fis, done 
NT2RP2003339 /cds=UNKNOWN 


1 ACAGAACATTGAGATGTGCCTAGTTC 
CGTATTTACAGTTTGGTCTGGCTG 


1004 
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Hs.1 93063 


AK024263 


10438597 


cDNA FU14201 fis, done 
NT2RP3002955 fcds=UNKNOWN 


1 TGAATTTCAGATG GGTGATTTAAGTG 
AGTCACAAGTCACAAAACTTTGCT 


1005 


Table 3A 


Hs.1 83506 


AK024275 


10436615 


hypothetical protein FLJ14213 
(FU14213), mRNA /cds=(1 19,841) 


1 TGTACTTAAGTG CTGATG ACTGTTAG 
CCAGTTrACAACTTTTTAC CATCG 


1006 
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Hs.1 09441 


AK024297 


10436644 


cDNA FUl4235fis, done 
NT2RP4000167 /cds=(82.2172) 


1 TTCTGAACATTTTAGTCAAG CTACAAC 
AGGTTTGGAAAACCTCTGTGGGG 


1007 


TaWe3A 


Hs.9343 


AK024327 


10436684 


cDNA FUl4265fis, done 
PLACE1002256 /cds=UNKNOWN 


1 TGTCAAGGG CATTAAAAG CCTCCTGA 
AGCATAATCTTATCAAAGGGATAC 



GCATTTTCTTCACTTGCAGGCAAACT 
TGGCTCTCAATAAACTTTTACCAC 

ATTAGACCAGACCAGTGTATTTCTAA 
AGAAAATCCTGACATGCACACCCA 
AGCCAAATGTGTCATACATCAAATCT 
TCAGCAGCTTTTGCATAATCCAGG 
TCCTCAAAG GGGAAAACTATGAAGGG 
GAAGAAGACAAACCTAAGATACCA 
AGATGGACTGGAGC 1 1 I I I CTTTGTG 
AATAGAAACTGGATGCCACAGTGA 

AGTTGTCAGAAGACTCCTGGGTGTAC 

AGAGCAAATCAAGCTGCATCAGTA 

AGTGG CTTCATAGCTACTGACAAATG 

TCTGAACTATTGTCGTGCCCTTCA 

GCCTGTACAAACATTCAAGTTAGTTG 

GCAGTCTATAAATGTGAGTTGGGT 

AAGGAAGGTAAAGTTAGGGGACTAG 

AAGACTCTAAATTGGCTTCTACAGA 

AGAACTAATTG C C CATGTTTAATTATA 

GCAGACACGCCATTCTAACAGGT 

AACTTG GTATTGTTGTAGTTTATGTAG 

TAAGTGACTTGGCACCCATCAGA 



AGTTTAACTTTTCCTCACCCCTGTATA 
GAAAATG CCTTGCCTCTCAAGAG 
GTCTTGG GCTGGATGGGTTATAGAG 
CTGAG CGGCTGTGATGGTTCTGTTT 



GACACATCTAGAATGTTTTTCTTTCAC 

CGTACCTCCAAAAGAGGCAATTT 

ACCAGGGATG CTCTCTAACGTAATCA 

AGGGAAGGTTCAGTAAGACAAAGT 

ACACAGTTCAGTTTTTGAGGGAACTA 

GTTTTGTCATAATACTACACCCCT 

TGCAGTGGGAATTCTTGAGTGAGGTC 

TTACCTCTTCTTTAAACCTCTTCA 

AAG GC AGAATAGAATGCTGAGATTGG 

TTAAGTTTGCAATGAC CATCTTG A 
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1008 Table 3A Hs.287631 AK024331 10436690 

1009. Table 3A Hs.287634 AK024372 10436742 

1010 Table 3A Hs.246112 AK024391 10436767 

1011 Table 3A Hs.246112 AK024391 10436767 



1012 Table 3A Hs.137354 AK024426 

1013 Table 3A Hs.171118 AK024436 



1014 
1015 
1016 
1017 
1018 
1019 
1020 
1021 



Table 3A 
Table 3A 
Table 3A 
Table 3A 
Table 3A 
Table 3A 
Table 3A 
Table 3A 



1022 Table 3A 

1023 Table 3A 

1024 Table 3A 



1025 Table 3A 

1026 Table 3A 

1027 Table 3A 

1028 Table 3A 

1029 Table 3A 

1030 Table 3A 

1031 Table 3A 

1032 Table 3A 

1033 Table 3A 

1034 Table 3A 

1035 Table 3A 



Hs.43616 

Hs.1 32569 

Hs.289034 

Hs.273230 

Hs.41045 

Hs.7049 

Hs.6289 

Hs.108854 



AK024439 
AK024449 
AK024456 
AK024471 
AK024474 
AK024478 
AK024539 
AK024569 



Hs.10362 AK024597 
Hs.289069 AK024669 
Hs.10600 AK024740 



Hs.12293 AK024756 
Hs.23410 AK024764 



10440360 
10440380 



14020950 
10440411 
10440425 
10440455 
10440461 
10440469 
10436843 
10436879 

10436910 
10437005 
10437104 



10437124 
10437139 



Hs.180139 AK024823 10437226 

Hs.1 59557 AK024833 10437239 

Hs.325093 AK024863 10437271 

Hs.306720 AK024890 10437303 

Hs.1 35570 AK024921 10437337 

Hs.6019 AK024941 10437362 

Hs.1279 AK024951 10437374 

Hs.29977 AK024961 10437386 

HS.166254 AK024969 10437396 



Table 8 

cDNA FU14269 fis, done 
PLACE1 003864 /cds=UNKNOWN 

hypothetical protein FLI14310 
(FU14310), mRNA/cds={406,768) 

cDNA FU 14329 fis, clone 
PLACE4000259, highly similar to gene 
for U5 snRNP-specific 200kD protein 
/cds=(1 88,5623) 

cDNA FU14329fis, clone 
PLACE4000259, highly similar to gene 
for U5 snRNP-specific 200kD protein 
/cds=(1 88,5623) 

mRNA for FU00015 protein, partial 
cds/cds=(373,1296) 
DNA sequence from clone RP11- 
165F24 on chromosome 9. Contains 
the 3' end of the gene for a novel 
protein (similar to Drosophfla CG6630 
and CG11376, KIAA1058, ratTRG), an 
RPL12 (60S ribosomaJ protein L12) 
pseudogene, ESTs, STSs, GSSs and a 
CpG Island /cds=(0.4617) 
mRNA for FU00029 protein, partial 
cds/cds=(0,723) 

mRNA for FU00041 protein, partial 
cds/cds=(0,994) 

mRNA for FLJ00048 protein, partial 
cds/cds=(2940,3380) 

mRNA for FU00064 protein, partial 
cds/cds=(0,830) 

mRNA for FU00067 protein, partial 
cds/cds=(1209,2933) 
mRNA for FU00071 protein, partial 
cds/cds=(3020,3772) 
hypothetical protein FU20886 
(FU20886), mRNA/cdS=(0,524) 
cDNA: FU20916fis, clone 
ADSE00738, highly similar to 
AF161512HSPC163mRNA 
/cds=UNKNOWN 
cDNA: FU20944 fis, Clone 
ADSE01 780 /cds=UNKNOWN 
hypothetical protein FU21016 
(FU21016), mRNA /cds=(90,1 193) 
DNA sequence from clone RP1 1- 
353C18 on chromosome 20 Contains 
ESTs, STSs, GSSs and CpG islands. 
Contains the NIFS gene for cysteine 
desulfurase, two genes for novel 
proteins and the gene for the splicing 
factor CC1 .3 with a second isoform 
(CC1.4)/cds=(66,839) 
hypothetical protein FU21103 
(FU21103), mRNA /cds=(8B,1 143) 
translocase of inner mitochondrial 
membrane 13 (yeast) homolog B 
(T1MM13B), mRNA/cds=(46,333) 
SMT3 (suppressor of mif two 3, yeast) 
homolog 2 (SMT3H2), mRNA 
/cds=(90,377) 

karyopherln alpha 2 (RAG cohort 1, 
importin alpha 1) (KPNA2), mRNA 
/cds=(1 32,1721) 

cDNA: FU21210 fis, clone COL00479 
/cds=UNKNOWN 

cDNA: FU21 237 fis, clone COL01 1 14 
/cds=UNKNOWN 

cDNA: FU21268 fis, clone COL01718 
/cds=UNKNOWN 

cDNA- FU21288 fis, done COL01927 
/cds=UNKNOWN 

cDNA: FLI21 298 fis, done COL02040, 
highly similar to HSC1 R mRNA for 
complement component C1 r 
/cds=UNKNOWN 
hypothetical protein FU21308 
(FU21308), mRNAybds={287,1792) 
hypothetical protein DKFZp566I133 
(DKFZP566I133), mRNA 
/cds=(133,1353) 



PCTAJS01/47856 



TCAGTCCATCTCAAGACCTGTGCCTG 
TC AGATTTCACAATTATG GAGATT 
GGTAGGAGTGAAATCTCTCTCTCAAA 
CTCTAG GAAAGCCCGAGTCATACT 
ACAGCAGGTGTCATGGGTCAAGCATA 
AATCATATATAGCATTTTCAGGCA 



ACAGCAGGTGTCATGGGTCAAGCATA 
AATCATATATAGCATTTTCAGGCA 



TGTGG GTCCCTATGAGTGTAGAGCC 
CATATCCCCATAGAGTCTACCTAGA 
TGTTTTCATTTCAGAACATTGTGCTGT 
CTGTCAGCATATGTATATCAGCT 



TGGCTACTGCAAAACCAGTTTTGACA 

GGTCAGATTTTCATATGTATAGGT 

AGAGGTTCTGAAAGGTCTGTGTCTTG 

TCAAAACAAGTAAACGGTGGAACT 

ATGCGTCCTGGTTTTCAATCGCTGCT 

GAACAAACCTATCAAAAATGTAGC 

AGTATGATCCCTCAAAACCTCACTAA 

CTGGAAGGATGATTTTGTCTCAGT 

GAG G GTTC CTC ACTGAG GTTGAGAG 

GTGTGTTG GATAG GACTGATCCCAC 

AAGTGTGGTTCCTGAAGGCTGTCTTT 

GTAACTTTTTGTAGTTCTTTGTGT 

AATC CTTTAACTCTG C GGATAG CATT 

TGGTAGGTAGTGATTAACTGTGAA 

CTGGAAAGGGGGCTAAGATCAGGGC 

CTTCATTCTG GATCAGGCGAAATTT 



GTTCCTCTTCGGGAAGCTTTTGATAA 
GGAATTCTCAGACCGATAGGGTGT 
AGTTTTGTACTTTTCACATAGCTTGTT 
GCCCCGTAAAAGGGTTAACAGCA 
TTGGATCTGGTTCTGAG GAG GACAC A 
CCTGG CATCGGATGACCTTTATAA 



TAGACATGCTTGTGTCCACACAGCAC 
ACCAATGTGATACTTCCACTGACC 
. ATGGGATGCGGTGG GTTGC C CAATA 
AACGGCTGTGGAGTGGAAATTCCTC 

TTTGTACGTAGCTGTTACATGTAGGG 
CAATCTGTCTTTAAGTAGGGATAA 

GGAATTTCCTATCTTG CAGCATCCTG 
TAAATAAACATTCAAGTCCACCCT 

GAGATGAGTTTTGTTATTTTGGGGTT 

TTCAAGCATTGGAACCAAAGGCCA 

TCACTTAGACCCCTGTAACAGGTTAA 

ATCTTCATGGTGTTCTGTTTCCTA 

GCTCTCCAGACTGTTACAGTGCATGA 

GTGATAATAAAAATGAGTCAGTCA 

G GAG GTAAACATTG GAG ATGTTTGTG 

AAAATATTACTCTTGCTGTGAGGT 

GGCCCCTTTCTTTCTTCTGAGGATTG 

CAGAGGATATAGTTATCAATCTCT 



TCAACAGCACTTAAACTGAAGTTTGG 
GTTG CTCATACAATAAAC AGATTG 
GGGCCATTTTATGATGCATTGCACAC 
CCTCTGG G GAAATTGATCTTTAAA 
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Table 8 



1036 Table 3A 

1037 Table 3A 

1038 Table 3A 

1039 Table 3A 

1040 Table 3A 

1041 Table 3A 

1042 Table 3A 

1043 Table 3A 

1044 Table 3A 

1045 Table 3A 

1046 Table 3A 

1047 Table 3A 

1048 Table 3A 

1049 Table 3A 



1059 Table 3A 

1060 Table 3A 

1061 Table 3A 

1062 Table 3A 

1063 Table 3A 

1064 Table 3A 

1065 Table 3A 

1066 Table 3A 

1067 Table 3A 
1066 Table 3A 



Hs.156110 AK024974 



Hs.323378 AK024976 
Hs.21056 AK025019 



Hs.337266 
Hs.1 20170 
Hs.288872 
Hs.14555 
Hs.63823 

Hs.322680 
Hs.1 0888 
HS.2B8708 
Hs.337661 
Hs.2083 



AK025021 
AK025068 
AK025092 
AK025166 
AKD25198 

AK025200 
AK025212 
AK025215 
AK025269 
AK025306 



Hs.76230 AK025353 



10437403 cDNA: FU21321 fis, done COL02335. 

highly similar to HSA01 0442 mRNA for 
Immunoglobulin kappa Bght chain 
/cds=UN KNOWN 

1 0437405 coated vesicle membrane protein 

(RNP24), mRNA /cds= (27,632) 
10437453 cDNA: FU21366 fis, Clone COL03012. 

highly similar to ABO02445 mRNA from 

chromosome 5q21-22 

/cds=UNKNOWN 
10437455 RC-BT163-14O599-023CDNA 

10437507 hypothetical protein FU2141 5 

(FU21415), mRNA fcds={1 38,755) 
10437538 mRNA for KIAA1B40 protein, partial 

Cds /cds=(71,4384) 
10437628 cDNA: FU21513 fis, clone COL05778 

/cds=UNKNOWN 
1 0437662 nudear receptor subfamBy 1 , group I, 

member 3 (NR1I3), mRNA 

/cds=<272,131B) 
10437664 cDNA: FU21547 fis. clone COL06206 

7cds=UNKNOWN 
10437679 hypothetical protein FU21709 

(FU21709), mRNA/cds=(55,2316) 
10437682 hypothetical protein FU21562 

(FU21562), mRNA/cds=(238,2145) 

10437749 hypothetical protein FU2161 6 

(FU21616), mRNA /cds=(1 19,1093) 

10437795 cDNA; FU21 653 fis, clone COL08586, 
highly similar to HUMKINCDC protein 
kinase mRNA/cds=UNKNOWN 

10437852 cDNA' FU21700 fis, clone COL09849, 
highly similar to HSU 14972 ribosomal 
protein S10 mRNA /cds=UNKN OWN 



1 TTTTCCACAGGGGACCTACCCCTATT 
GCGGTCCTCCAGCTCATCTTTCAC 



1 GGGTGAGAACACTTGCAACAGTTTAT 
TAATGAGGTGACTTTCACCTTAGG 

1 AATGTACCATCAATAAAATTGGCTGC 
TTG G G C AGTTTTAGTTACCACCTT 



1 TTTTCAGAGGCTrCCTAATTAATCTTG 

CCCTCCTCCATTTCAGTCCATTT 
1 AGCTCCAACCTTACGATGGAGAATTA 

AACTTGCTTGTATTTCCACTTTGT 
1 AG CTTC CTCTTCCTCAGGACAG CTTC 

TACTTTAGATGATCCAATAATGAT 
1 CACTGACTTCTATTCCATGAG C 1 UN 

CAAGGCGCTTATTTTATGGCAGC 
1 TGTTTCGTAAATTAAATAGGTCTGGC • 

CCAGAAGACCCACTCAATTGCCTT 

1 GGAAGACCCAAGGAAATCCGGAATTT 

CGCACCAGAGGACCCACCACGTCC 
• 1 TCTTGTTACTTCCAAGGAGAACCAAG 

AATGGCTCTGTCACACTCGAAG CC 
1 TCTTTCTCTAAAGCTTGTTTGATGAAA 

CTGGTTGGTCCTTTCAGTGAACA 
1 GCTGTGTGACTTAGTAGATAAAATAC 

TGCCTTCTGCCTTTGGGACCATGA 
1 TCTGTAATTGGACAG CTCTCTC GAAG 

AGATCTTACAGACTGTATCAGTCT 



GGTCGTGGACGTGGTCAGCCACCTC 
AGTAAAATTGGAGAG GATTCTTTTG 



1050 


Table 3A 


Hs.1 17268 


AK025364 


10437888 


cDNA: FU21711 fis, clone COL1015S 
/cds=UNKNOWN 


1 


AAAGTGAAACCAAGAGTACAAGAGAC 
AG GTGAAATTAAAG AG C C C CTTGA 


1051 


Table 3A 


Hs.5181 


AK025367 


10437869 


proliferation-associated 2G4, 38kD 
(PA2G4), mRNA/cds=(97,1281) 


1 


GTCCAGGATGCAGAGCTAAAG GGCC 
TCCTCCAGAGTTCTACAAGTCGAAA 


1052 


Table 3A 


Hs.288051 


AK025375 


10437878 


actin, beta (ACTB), mRNA 
/cds=(73.1200) 


1 


CCAACTTGAGATGTATGAAGGCTTTT 
GGTCTCCCTGGGAGTGGGTGGAGG 


1053 


Table 3A 


Hs.14040 


AK025425 


10437933 


cDNA FU21772 fis, clone COLF7808 
/cds=UNKNOWN 


1 


TTX^CTCATCCCATTTACAGTTTTTCTA 
ACTCCAGGGTAGTGTTTAGTGTT 


1054 


Table 3A 


Hs.85963 


AK025446 


10437961 


cDNA: FU21793 fis, clone HEP0046S 
/cds=UNKNOWN 


1 


CATGCCAAAGACTCAACTGCTTTCAA 
AGATAATGTGGGTGCTAGATGCAG 


1055 


Table 3A 


Hs.82689 


AK025459 


10437979 


tumor rejection antigen (gp96) 1 
(TRA1), mRNA /cds=(1 05,2516) 


1 


TCCCCTTCTCCCCTGCACTGTAAAAT 
GTGGGATTATGGGTCACAGGAAAA 


1056 


Table 3A 


Hs.289008 


AK025467 


10437988 


cDNA: FU21814 fis, clone HEP01088 
/cds=UNKNOWN 


1 


ACCATG CATAGAGTCAATCAAATCCT' 
TGTGATG 1 1 1 1 GTATGGACTTTGA 


1057 


Table 3A 


Hs.22678 


AK025485 


10438014 


chromosome 10 open reading frame 2 
(C10ort2). mRNA /Cds=(32,1 552) 


1 


TGTGCTGCCTCAAGACTGCTGGAGTC 
AGGACATTTTATAGAGCC 1 1 1 ICC 


1058 


Table 3A 


Hs.184793 


AK025533 


10438078 


Homo sapiens, done IMAGE3B65907, 
mRNA. partial cds /cds=(0,1534) 


1 


GTGCAGTCTCTTAGCAGACTTCAGGC 
CCAAACTGTATTCTTCACTCAGGC 



Hs.121849 AK025556 

Hs.1 10771 AK025557 

Hs.82845 AK025583 

Hs.27268 AK025586 

Hs.7567 AK025615 

Hs.5985 AK025620 

Hs.279901 AK025623 

Hs.339698 AK025643 

HS.339596 AK025643 

Hs.334489 AK025645 



10438106 microtubuie-assoctated proteins 1A/1B 1 
Oght chain 3 (MAPI A/1 BLC3), mRNA 
/cds={84,481) 

10438108 CDNA. FU21904 fis, clone HEP03585 1 
/cds=UNKNOWN 

10438142 cDNA:FU21930 fis, clone HEP04301, 1 
highly similar to HSU9091 6 clone 2381 5 
mRNA sequence /cds=UNKNOWN 

10438146 cDNA:FU21933 fis. Clone HEP04337 1 

/cds=UNKNOWN 
10438186 CDNAIFU21962 fis. Clone HEP05564 1 

/cds=UNKNOWN 
10438193 CDNA: FU21967 fis. Clone HEP05652, 1 

highly similar to AF1 31 831 clone 251 86 
. mRNA sequence /cds=UNKNOWN 

10438197 PTD009 protein (PTD009), mRNA 1 

/Cds=(257,916) 
10438224 ribosomal protein S1 2 (RPS1 2), mRNA 1 

/cds={80,478) 

10438224 ribosomal protein S12 (RPS12), mRNA 1 
/cds=(80,478) 

10438227 hypothetical protein FU21992 1 
(FU21992), mRNA teds={G0,845) 



GTTAGTGAAAGCTGTTTACTGTAACG 
GGGAAAACCAGATTCTTTGCATCT 

GCTTCTGTAAATGCCATCCCAATGTG 
GTTTG GTTTTGTTGAAC AGAAACC 
TTGCCTCGATAAGTTTCCAAGTCACT 
GAAATCTGCTGAAG GTTTTACTGT 



ACTTCTGAACTGAGGAATTTGCTGTT 
GACAGCCAAAGTATAGTGTACAAG 
AGAG CCATCTGGTGTGAAGAACTCTA 
TATTTGTATGTTGAGAGGGCATGG 
AGMCAAGTTTGCCTTGATTTTGTTTA 
AAATGACTTCTGCTAAG CACCCA 



CCTGCCAAAGCAAGAAGAAGGCTTG i 
GTCCCCAGAAACAAACAGTAGTCAT 
GGAGTCTCAGGCCAAGGATGTCATT 
G AAG AGTATTTCAAATG CAAGAAAT 
GGAGTCTCAGGCCAAGGATGTCATT 
GAAGAGTATTTCAAATGCAAGAAAT 
TTTCATCTGAATCCAGAGGTGCATCA 
AATTAAATG ACAGCTCCACTTG G C 
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1069 Table 3A 

1070 Table 3A 

1071 Table 3A 

1072 Table 3A 

1073 Table 3A 

1074 Table 3A 

1075 Table 3A 

1076 Table 3A 

1077 Table 3A 

1078 Table 3A 

1079 Table 3A 

1080 Table 3A 

1081 Table 3A 

1082 Table 3A 

1083 Table 3A . 

1084 Table 3A 

1085 Table 3A 
1088 Table 3A 

1087 Table 3A 

1088 Table 3A 

1089 Table 3A 

1090 Table 3A 

1091 Table 3A 

1092 Table 3A 

1093 Table 3A 

1094 Table 3A 

1095 Table 3A 

1096 Table 3A 

1097 Table 3A 

1098 Table 3A 

1099 Table 3A 



Hs.92414 AK025683 

Hs.1 73705 AKO25703 

Hs.13277 AK025707 

Hs.5798 AK025729 

Hs. 184542 AK025730 

Hs.75811 AK025732 



10438280 
10438305 
10438310 
10438338 
10438339 
1043B341 



Hs.77910 AK025736 10438345 



Hs.170296 AK025743 

NA AK025767 

Hs.34497 AK025769 

Hs.5822 AK025773 

Hs.264190 AK025774 

Hs.12245 AK025775 

Hs.26367 AK025778 

Hs.285833 AK025788 

Hs.90421 AK025800 

Hs.289721 AK025846 

Hs.286194 AK025886 

Hs.279921 AK025927 

Hs.105664 AK025947 

Hs.55024 AK026024 

Hs.289092 AK026033 

Hs.288555 AK026078 

Hs.333500 AK026091 

Hs.238707 AK028110 

Hs.77385 AK026164 

Hs.13179 AK026239 

Hs.27774 AK026264 

Hs.297666 AK026270 

Hs.31137 AK026334 10439167 

HS.236744 AK026359 



Table 8 

cDNA: FU22030 fis. clone HEP08669 
/cds=UNKNOWN 

cDNA: FU22050 fis, clone HEP09454 
/cds=UNKNOWN 
hypothetical protein FLI22054 
(FU22054), mRNA/cds=(1 44,956) 
peiota (Drosophiia) homolog (PELO), 
mRNA;cds=(259,1416) 
CGM27 protein (LOC51646), mRNA 
/cds=(125,490) 

N-acylsphingosine amidohydrolase 
(acid ceramidase) (ASAH), mRNA 
/cds=(17,1204) 

cDNA: FU22083 fis, clone HEP14459, 
highly similar to HUM3H3M 3-hydroxy-3- 
methytglutaryt coenzyme A synthase 
mRNA /cds=UN KNOWN 



1 0438355 cDNA: FU22090 fis, clone HEP1 6084 
/cds=UNKNOWN 

10438384 FU22114 fis, done HEP18441 

10438386 hypothetical protein FU221 16 

(FU22116), mRNA/cds=(270,3545) 

10438391 cDNA: FLJ22120 fis, clone HEP18874 
/cds=UNKNOWN 

10438392 cDNA FU22121 fis, done HEP18876, 
highly similar to AF1 91298 vacuolar 
sorting protein 35 (VPS35) mRNA 
/cds=UNKNOWN 

10438393 cDNA: FU22122 fis, done HEP19214 
/cds=UNKNOWN 

10438396 PC3-96 protein (PC3-96), mRNA 

/cds=(1 19.586) 
10438408 cDNA* FU22135 fis, clone HEP20858 

/cds=UNKNOWN 
10438421 cDNA: FU22147 fis, done HEP22163, 
highly similar to AF1 1 3020 done 
FLB9138 mRNA sequence 
/cds=UNKNOWN 
1 0438485 cDNA: FU22193 fis, done HRC01 1 08 

/cds=UNKNOWN 
10438538 hypothetical protein FU22233 

(FU22233), mRNA /cds 2 =(35,1204) 
10438592 HSPC035 protein (LOC51669), mRNA 

/cds=(16,1035) 
10438619 hypothetical protein FU22294 

(FU22294), mRNA/cds=(240,602) 
1 0438731 hypothetical protein FU1 0307 

(FU1 0307), mRNA /cds=(28,462) . 
1 0438744 Homo sapiens, coactosin-like protein, 
Clone MGC:19733 IMAGE:3604770, 
mRNA, complete cds/cds=(1 58,586) 

10438812 cDNA: FU22425 fis, done HRC08886 

10438829 cDNA: FU22438 fis, done HRC09232, 
highly similar to AF093250 P38IP 
(P38IP) mRNA /cds=UN KNOWN 

10438854 hypothetical protein FU22457 

. (FU22457), mRNA /cds=(56,1462) 
10438926 cDNA: FU2251 1 fis, done HRC1 1837, 
highly similar to HUMMYLCB non- 
musde myosin alkali light chain mRNA 
/cds=UNKNOWN 

10439028 cDNA:FU22586 fis, done HSI02774 

/cds=UNKNOWN 
10439063 602386841 F1 cONA, 5* end 

/clone=lMAGE:4515730 /done_end=5' 

10439073 cDNA: FU22617 fis. done HSI05379, 
highly similar to HSEWS EWS mRNA . 
/cds=UNKNOWN 

protein tyrosine phosphatase, receptor 
type, E (PTPRE), mRNA 
/cds=(51,2153) 
1 0439200 cDNA: FU22706 fis, done HSI1 31 63 
/cds=UNKNOWN 



PCT/US01/47856 



TTGACACGTTC CACTTCCTTTGCAATT 

ATTGTATTTAGTTGTGCACTAGT 

CCAAATCAACTGTGTGAACTGTTTCT 

GCACTGCTTGCTAATGGTTTCATC 

ATTGAGACGGGAAAAACTCGCTGTAA 

AATAATGCCAACCTAGATAATGCT 

TGTTCTTG C ATTGCATTTAATGATCC C 

TTTTCTCCCCACCTCCACACACT 

TG CAGATTCCTAGTAGCATG CCTTAC 

CTACAGCACTATGTGCATTTGCTG 

G C AAG ACC GTTTGTCCACTTCATTTT ■■ 

GTATAATCACAGTTGTGTTCCTGA 

AATTTAACTTTTGG GTGCCAG GAAAT 
GGGTTTTCTCAAAGTCCATTGCCG 



TCGTG GAAGGGAGAGCCATCAGCAG 
AAAGAGACCCTGAGATCTTCGCCTG 

AAACACACCAGGGAGACACCATAAAA 
CAGACCAAGACTAACTTAAAAACA 
AAC CACAATCAAAC ATATAAATAAG C 
CTGGAAAACCAACTACAACCAGCA 
TTTCCTGATTATTTGATG CTAGCTGG 
AATTCAAGAAATG G CATTG AC CTT 
TCACCCCAAGTAGCATGACTGATCTG 
CAATTTAAAATTCCTGTGATCTGT 



TGAGAAGTGCGGAATAGGTTG CTTCT 

ACCACCTGTTCTTAATGTAACAGT 

TCGAATGAGTGGTCAGGTAGTCTTAA 

AGAGCCTCATGTTAAATAGACACA 

TGAAGTGCAAATAAAAGCACTGCTAC 

TATAAGACATTCTGGAATGGTTGT 

GCAGTCCCCAGATCCAGAA CATGG G 

AAGTTAGGGAAAATGTGTGATTTTG 



AGGTATGACAGGAACTGTCTTCATGT. 

CCTTACCCAAGCAAGTCATCCATG 

AATTTTGAATTTCTC CTTGCCACGTTA 

ATAAAGCCAAAAGCAGCGGGTGC 

TGACTCTGTGCTGGCAAAAATGCTTG 

AAACCTCTATATTTCTTTCGTTCA 

GCTCTCCCACAGAAACCTTTGTCCTT- 

GCAACTTTATCCTTTGTCCCGATT 

TTGCCTTAGCCAGTGTACCTCCTACC 

TCAGTCTATGTGAGAG GAAGAGAA 

ACTGTATTGGGATTGTAAAGAACATC 

TCTGCACTCAGACAGTTTACAGAA 



GTGTGTGTGCATGTGTGTGTTAGCAG 
AGGTATTTTACTCAGAAAATAGGT 
GCCAGTCAAAAAGTAAAATGAAGAGA 
GGCACGCCAACCACTCCAAAATTT 



CACTTTGTGGTCGAAAGGCTCAGCCT 
CTCTACATGAAGTCTGTGGACATG 
AGGCTTTCTTGTCTCAGCAACTTTCC 
CATCTTGTCTCTCTTGGATGATGT 



I 1 1 1 1 C 1 1 i I ! G AAG C ATG G AAAACAA 
ATCTTTTATGCCACTCCAGCCAT 
CCATGATATAAGGAAGGGCCGTGCC . 
TCATGGAAAAGCAACAGGTGGCCTC 

TAAAGGCGAGCACCGTCAGGAGCGC 
AGAGATCGGCCCTACTAGATGCAGA 

TGAGCCTGACACCTGTGTTTCAGCAT 
TTG GAGAC ATC C C C ATGTTATTCT 

CTGAGCCACATCCAAGCCTG GTTTGC 
TGCACTCTATTGCCAAAGACTGAC 
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Table 8 



1100 Table 3A 

1101 Table 3A 

1102 Tabte3A 

1103 Tabta3A 

1104 Table 3A 

1105 Table 3A 
1105 Table 3A 

1107 Table 3A 

11 OB TableSA 

1109 Table 3A 

1110 TableaA 

1111 Table 3A 

1112 Table 3A 

1113 TableSA 

1114 TableSA 

1115 Table 3A 

1116 TableSA 

1117 Table 3A 
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HS.28S938 AK028383 

Hs. 143631 AK026372 

Hs. 157240 AK026394 

Hs. 11 2497 AK026396 

HS.235449 AK026410 
Hs.89555 ' AK026432 

Hs, 343522 AK026443 

Hs.32148 AK026455 

Hs.75415 AK026483 

Hs.1 18183 AK026488 

Hs. 182979 AK026491 

Hs.2795 AK026515 

Hs.334807 AK026528 

Hs.239307 AK026535 

Hs.251653 AK028594 

Hs.277477 AK026595 

Hs.334729 AK026603 

Hs.334842 AK026632 

Hs.179666 AK026642 

HSL288036 AK026650 10439548 

Hs:301404 AK026664 

HS.266940 AK026669 

Hs.288468 IU00944 

HS.242868 AK026704 

Hs.334881 AK026712 

Hs.12969 AK026747 

H8.90077 AK026766 

Hs.287725 AK028769 

HS.124292 AK026776 

■ H3.20242 AK026819 
Hs.287995 AK025834 



10439205 mitochondrial ribosomal protein L9 

(MRPL9), mRNA/cds=(H817) 
10439218 cDNA: FU22719 fis, clone HSI14307 
/cds=UNKNOWN 

10439245 hypothetical protein MGC4737 

(MGC4737), mRNA/cds={2350,2985) 
1 0439247 cDNA; FU22743 fis, done HUV00901 

/CC'S=UNKN0WN 
10439266 hypothetical protein FU22757 

(FU22757), mRNA/cds=(92,2473) 
10439295 hemopoietic ceil kinase (HCK), mRNA 

/cds={1 68,1 685) 
10439309 ATPase, Ca++ transporting, plasma 
membrane 4 [ATP2B4), mRNA 
/cds=(397,4014) 
1 0439325 AD-01 5 protein {LOC55829), mRNA 

/Cds=(30,644) 
10439333 cDNA: FU22810 fis, clone KAIA2933, 
highly similar to AB021288 mRNA tor 
beta 2-mfcrogtobulin /cds=UNKNOWN 

10439358 hypothetical protein FU22833 

(FU22833), mRNA /cds=(479,8S3) 
1 0439364 cONA: FU2283B fis, Clone KAIA4494, 
highly similar to HUML12A ribosomal 
protein L12 mRNA /cds=UNKNOWN 

1 0439391 lactate dehydrogenase A (LDHAX 

mRNA /cds=<97,1 095). 
1 0439405 Homo sapiens, ribosomal protein L30, 
done MGC2797, mRNA, complete cds 
/cds=<29,376) 
10439414 tyrosyt-tRNA synthetase (YARS), 
mRNAfcdS=<0.1586) 

1 0439481 tubulin, beta, 2 (TUBB2), mRNA 
/cdsK0,1337) 

1 0439482 major histocompatibility complex, dass 
l, C (HLA-C), mRNA /cds=(0,1 1 00) 

1 0439492 cDNA FU20161 fis, done COL09252, 
highly similar to L33930 CD24 signal 
transducer mRNA /cds= UN KNOWN 

1 0439528 tubulin, alpha, ubiquitous (K-ALPHA-1), 

mRNA/cds=(67,1422) 
1 0439539 unchararierized hypottialamus protein 
HSMNP1 (HSMNP1), mRNA 
/cds=(231,1018) 
tRNA isopentenyipyrophosphate 
transferase (IPT), mRNA 
/cds=(60,1040) 
10439564 RNA binding motif protein 3 (RBM3), 

mRNA/cds=(276,749) . 
1 0439570 cDNA: FU2301 6 fis, done LNG00874 
/Cds=UNKNOWN 
405046 done A9A2BRB6 (CAC)n/(GTG)n 
repeat-containing mRNA 
/cds=UNKNOWN 
10439618 cDNA: FU23051 fts. done LNG02542 

/cds=UNKNOWN 
10439629 hypothetical protein FU23059 

(FU23059), mRNA/cds={41,1681) 
1 0439570 cDNA: FU23094 fis, done LNG07379, 
highly similar to HST000007 mRNA full 
length Insert cDNA done EUROIMAGE 
293605 /cds=UNKNOWN 

1 0439693 TGFB-induced factor (TALE family 
homeobox) (TGIF), mRNA 
/cds=(311,1129) 
10439697 cDNA:FU23116fis l doneLNG07945, 
highly similar to HSU79240 
serine/threonine kinase mRNA 
fcds=UNKNOWN 
10439707 cONA:FU23123 fis. done LNG08039 

/cds=UNKNOWN 
10439764 hypothetical protein FU1 2788 

(FU12788), mRNA/cds=(9,866) 
10439781 cDNA:FU23181 fis, done LNG11094 
/cds=UNKNOWN 



ACTTGCCTCATTCTCATCATCCAAACT 
GAACATTTGTATCCCAAGCAGAA 
GTATGAAGAAGGAAG CCCAGCAGAG 
CAGGAGGCAGCAGCAACAATGAGAG 

CTGTGTGTGTCCATGTCTGCAAGCAG 

TTCTTCAATAAATGGCCTGCCTCC 

TCAAAGCAGAGCACAGAGTTATTTGG 

TGTTTGCTGAAGACAGCCTTTGTG 

ACTTCGATCTCAGCTAATG CACCCAC 

CAGCTCAAACACACCAATAAAGCT 

TGCAATC CACAATCTGACATTCTCAG 

GAAGCCCCCAAGTTGATATTTCTA 

CAGAAACCAATACTGCTGTGCACTGA 

GAATAAAAACTCATGCGC CCTTGT 

C ACCAGTGAG GATTACTGATGTG GAC 
AGTTGATGGGGTTTGTTTCTGTAT 
AAAGTAAGGCATGGTTGTGGTTAATC 
TGGTTTATTTTTGTTCCACAAGTT 



TAAG GGGTAGACAAGATACCGAATAA 
TCTCCACAAGTTTATTTGTGGTCT 
A CATC AACAGTGGTG CTGTG GAATGC 
CCAGCCAGTTAAGCACAAAGGAAA 



ACAAACAATGCAACCAACTATCCAAG 
TGTTATACCAACTAAAACCCCCAA 
TTCACCTACAAAATTTCACCTGGAAA 
C CTTAAACCTG CAAAATTTTCCTT 

GGGTACTTCTCCATAAGGCATCTCAG 
TCAAATC CCC ATCACTGTCATAAA 
CTTG CTGTTTTCCCTGTCCACATCCA 
TG CTGTACAGACACCAC CATTGAA 
AAGTCAATTCCTGGAATTTGAAAGAG 
CAAATAAAGACCTGAGAACCTTCC 

AAGCT ACTGTGTGTGTGAATGAACAC 
TCTTGCTTTATTCCAGAATGCTGT 



TGTCATGCTCCCAGAATTTCAGCTTC 
AGCTTAACTGACAGATGTTAAAGC 
AGGTGGTACTCAAGCCATGCTGCCTC 
CTTACATCCTTTTTGGAACAGAGC 

TGCATCGTAAAACCTTCAGAAGGAAA . 
GGAGAATGTTTTGTGGACCACTTT 

TGTGGTTAGGAAGCAATTTCCCAATG 

TACCTATAAGAAATGTGCATCAAG 

GCCTGCGTTGCCACTTGTCTTAACTC 

TGAATATTTCATTTCAAAGGTGCT 

AGCTAATATTGCTGCAATGGCTGGCA 

GGAAACAGGTGATCAAGAGTGTCA 

TCGACCCCAGAGGTGAATGTATTGTT 
ATTATTGTTTTGTTGTTGTTGTGA 
TCCTTGGCAGCTGTATTCTGGAGTCT 
GGATGTTGCTCTCTAAAGACCTTT 
TTTG CCATGTCCAGTACAGAATAATTT 
GTACTTAGTATTTGCAG C AGGGT 



TAGAGAACCTATAGCATCTTCTCATT 
CCCATGTGGAACAGGATGCCCACA 

AACTCATGTGCAG GTTTGATAAACAC 
CAGAACAGAAGACAGTGATGCTGT 



TGGCCCTGACAGTATTCATTATTTCA ■ 

GATAATTC CCTGTGATAG GACAAC 

ACCTGGAGAGAGAAGGTATTGAAACA 

TCTCCTTTATGTGTGACTTTCCCA 

AGAAATACCCACTAACAAAGAACAAG 

CATTAGTTTTGGCTGTCATCAACT 
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HS.324060 AK026836 

Hs.6906 AK026850 

HS.288455 AK026923 

Hs.286236 AK026933 

Hs.91065 AK026954 

Hs.88044 AK026960 



Hs.301732 AK027016 

Hs.3382 AK027064 

Hs.85567 AK027087 

Hs.48320 AK027070 

Hs.1 15659 AK027114 

Hs.113205 AK027138 

Hs.289071 AK027187 



Hs.323502 AK027192 

Hs.1 59483 AK027194 

Hs.334853 AK027197 

Hs.91448 AK027210 

Hs.169854 AK027212 

Hs.57209 AK027232 

Hs.54890 AK027243 

Hs.279040 AK027258 

Hs.279040 AK027258 

Hs.1 52925 AK027260 

Hs.1 83454 AK027789 

Hs.1 22487 AL040371 

Hs.79709 AL042370 

Hs.252721 AL042376 

Hs.182278 AL046016 



Table 8 

1 0439784 hypothetical protein FU231 83 

(FU23183), mRNA/cds=(226,732) 

10439805 cDNA: FU23197 fis, done REC00917 
/cds=UNKNOWN 

10439895 cDNA: FU23270 fis, clone COL10309, 
highly similar to HSU33271 normal 
keratinocyte mRNA /cds=UNKNOWN 

10439907 mRNA for KIAA1856 protein, partial 

cds/cds={0,3404) 
10439935 CDNA: FU23301 fis, done HEP11120 

/cds=(2.1888) 
10439945 cDNA: FU23307 fis, clone HEP11549, 

highly simitar to AF041037 novel 

antagonist of FGF signaling (sprouty-1) 

mRNA /cds=UN KNOWN 



HS.298442 AK026983 10439978 



10440025 
10440089 

10440093 

10440098 

10440156 
10440188 
10440255 



HS.240443 AK027191 10440260 



adaptor-related protein complex 3, mu 1 
1 subunit (AP3M1), mRNA 
/cds=(69,1325) 

hypothetical protein MGC5306 1 
(MGC5306). mRNA /cds=(205,1042) 
protein phosphatase 4, regulatory 1 
subunit 1 (PPP4R1), mRNA 
/cds=(93,2894) 

suppressor of variegation 3-9 1 
(Drosophila) homolog 2; J hypothetic 
(SUV39H2), mRNA /cds=(37,1089) 
mRNA for ring-IBR-ring domain 1 
containing protein Dorfin, complete cds 
/cds=<317,2833) 

hypothetical protein MGC5521 1 
(MGC5521), mRNA/cdS=(163,708) 
cDNA: FU23483 fis, done KA1A04052 1 
/cds=UN KNOWN 

cDNA; FU22245 fis, done HRC02612 1 
/cds=UNKNOWN 

cDNA: FU23538 fis, done LNG08010, 1 
highly similar to BETA2 MEN1 region 
done epsilon/beta mRNA 
/cds=UNKNOWN 

nudear RNA export factor 1 (NXF1), 1 
mRNA/cds=(0,1679) 

chromosome 1 open reading frame 7 1 
(C1orf7), mRNA /cds=(46,1 590) 

hypothetical protein FU23544 1 
(FU23544), mRNA /cds=(1 25,517) 

MKP-1 like protein tyrosine 1 
phosphatase (MKP-L), mRNA 
/Cds=(233,829) 

hypothetical protein SP192 (SP192), 1 
mRNA/cds=(179,1603) 

hypothetical protein DKFZp566J091 1 
(DKFZP566J091), mRNA 
/cds=(212,529) 

cDNA FU14739 fis, done 1 
NT2RP3002402 /cds=(1 56,2048) 
HT001 protein (HT001), mRNA 1 
/cds=(241,1203) 

HT001 protein (HT001), mRNA 1 
/cds=(241,1203) 

mRNA for K1AA1 268 protein, partial 1 
cds /cds=(0,3071) 

cDNA FU14883 fis, done 1 
PLACE1 003596, moderately similar to 
OUGOSACCHARYL TRANSFERASE 
STT3 SUBUNIT /cds=(2,862) 



5409324 602365288F1 cDNA, 5* end 1 
/done=lMAGE:4473836 /done_end=5* 

5421708 phosphotidylinositol transfer protein 1 
(PFTPN). mRNA/cds=(216,1028) 

5421714 602022214FlcDNA.5 , end 1 
/clone=IMAGE:41 57715 /done_end=5* 

5434110 Homo sapiens, calmodulin 2 1 
(phosphorylase kinase, delta), done 
MGC:1447 IMAGE:3504793, mRNA, 
complete Cds /cds={93,542) 



10440261 
10440263 
10440266 
10440285 

10440288 
10440314 

10440328 
10440392 
10440392 
10440394 
14042727 
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ATGGGCAAATTCTTAGGTAAGACAAA 

AACACAGCCCCAAGGGCAGGTAGT 

GCTGATGCCACTACCCGATTTGTTTA 

TTTGCAATTTGAGCCATTTAAAGA 

CCTGTTCCCTTCAGCCAACCCGTTTC 

TGCAGTAAAATTAAGCCTGTCAAA 



TGGCTTAAACCAGTGTTCAGTCTGGT 
G C CAAACTTCGAATG GAATAC AAA 
TGTGAGTTGTGACCATGTAACATGAG 
AGGTTTTGCTAGGGCCTATTATTT 
AGCTGAGTAATTCTAATCTCTTCTGT 
GTTTTC CTTG CCTTAACCACAAAT 



AATTTGCTAGAATCCAGTAAATCATTT 
TGGTAGCTCTGGCTGTGCTATCA 

TGGCTCGAAGTTTCTCTAGTGTTTTC 
TGTGGAAG GAATAAAAATTTGA GT 
ACTCTTGGGAGTG CTGCAGTCTTTAA 
TCATGCTGTTTAAACTGTTGTGGC 

TTTAC ATGATTG GACCCTC AGATTCT 
GTTAACCAAAATTGCAGAATGGGG 

TGAAATCAAAG C AC G GTG CAGAACTT 
GTACCAAGTACAAAAG GTCCATGT 

CCTTACTCTGTCCTTGATGGAGGGGA 

G AAGGGAGG GCAAAGAAGTTAAAT 

CACCGCCATGCAACTCCATGCCTATT 

TACTGGAAACCTGTTATGCCAAAC 

CAAGAGAATGAAGGAGGCTAAGGAG 

AAGCGCCAGGAACAAATTGCGAAGA 

AGTCTCGGGTATGCTGTTGTGAAATT 
GAAACTGTAAAAGTAGATGGTTGA 



ACTAAACTACCCGAAGGACTTAGGTG 
CTTTGTGTACTTAACCCCAGGACC 
GCCACCACTGTCTGTTTGAGACTCCT 
TCATG AG CAAAGATTGATGTATGG 
ATGAATTTGAAGACATGGTGGCTGAA 
AAGCGGCTCATCCCAGATGGTTGT 
AGCTTCAGTCTCTACTG GATTAGCCC 
TACTCTTTCCTTTCCCCTCCATTA 

AGATGTGGTTATCACAAGTCTCGAGG 
G GGAAACTACTG CATAAAATAACT 
TCAGTAAAAATGCCTGTTGTGAGATG 
AACCTCCTGTAACTTCTATCTGTT 

AGTTAACTGCGGAGCCAAGAGTTGG 

ACTATAATTAAATTA C CTTCCTTGT 

C C GGTTTG G GTTGTTAATGGTTGAAA 

ACTTAGAGGAACATAGTGAGGCCT 

CCGGTTTGGGTTGTTAATGGTTGAAA 

ACTTAGAGGAACATAGTGAGGCCT 

CCAGTGATTTGATTAACTCAGGGCAA 

GGCTGAATATCAGAGTGTATCGCA 

TTTTGACCCAGATGATGGTTCCTTTA 

CAGAACAATAAAATG GCTGAAC AT 



ACTG GACATCGCCCTACGCAACCTCC 
TCGCCATGACTGATAAGTTCCTTT 

ACTGCTGGTAGCATTTATCTGACTTG 
GAAAGTTG GAG AAGAGGCATTCCT 
CTTCCGAAGAGAAGAGG CTG GGGCT 
GTAACTGGAAAGGGGAAGCGCACAG 

CCTGACCTTGAGCTCTAGTCTCCCCT 
TTAAATCTTAC CTTG G C AGTAACA 
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Table 8 

(synonym: hutel) cDNA clone 
DKFZp586F2018 5* 

Homo sapiens, done MGC:5564, 
mRNA, complete cds /cds=(227,304) 

hypothetical protein FU21940 
(FU21940), mRNA /cds=(92.2107) 

hypothetical protein FU14547 
(FU14547), mRNA/cds={25,711) 

mRNA; cDNA DKF2p564L176 (from 
clone DKF2p564L176) 
/cds=UNKNOWN 

mRNA; cDNA OKFZp564P056 (from 
clone DKFZp564P056) 
/cds=UNKNOWN 

ARP2 (actin-related protein 2, yeast) 
homolog (ACTR2), mRNA 
/cds=(74,1258) 

Novel gene mapping to chomosome 13 
/cds=UNKNOWN 

cDNA: FU22071 fis, clone HEP11691 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564Fl422 (from 
Clone DKFZp564Fl422) /cds=(0 t 1491) 

mRNA; cDNA DKFZp564O0122 (from 
done DKFZp564O0122) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564A153 (from 
clone DKFZp564A153) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564D018 (from 
doneDKFZp564D016) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp566H0124 (from 
done DKFZp566H0124) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp566J123 (from 
done DKFZp566J123) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586l1 1 1 (from 
done DKF20586I111); partial cds 
/cds=(0,617) 

mRNA for KIAA1693 protein, partial 
cds /cds=(0,2707) 

mRNA for KIAA1693 protein, partial 
cds/cds=(0,2707) 

mRNA; cDNA DKFZp586D1 122 (from 
done DKFZp586D1122) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586C1723 (from 
doneDKFZp586C1723) • 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586F1323 (from 
done DKFZD586F1 323) 
/cds=UNKNOWN 

DNA sequence from done 51J12 on 
chromosome 6q26-27. Contains the 3' 
part of the alternatively spliced gene for 
the orthoiogs of mouse QKI-7 and QK1- 
7B (KH Domain RNA Binding proteins) 
and zebrafish ZKQ-1 (Quaking protein 
homolog). Contains ESTs, STSs and 
GSSs/cds=(0,692) 

RAB1, member RAS oncogene family 
(RAB1), mRNA /cds=(50,667) 

DKFZP566B183 protein 
(DKFZP566B183), mRNA 
/cds=(351,749) 

mRNA; cDNA DKFZp564C0482 (from 
clone DKFZp564C0482) 
/cds=UNKNOWN 

phosphattdylserine decarboxylase 
(PISD), mRNA /cds=(223,1350) 

mRNA; cDNA DKFZp586J101 (from 
done DKFZp586J!01) 
/cds=UNKNOWN 

mRNA; cDNA DKFZD586J101 (from 
done DKF2p586J101) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp5B6A181 (from 
done DKF2p586A181); partial cds 
/cds=(0,314) 
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1 TTG GTCCCACAGTTTTTATGTGTCCT 

ACTTGAAATTATGTTTGCTCCCGT 
1 TGGAGGATTTTTGTTAAGTCAAGTGT 

CAATCGAAGTTAAAAAGCAAGGGT 
1 ATGG CTCTTTTCCTATTAG AGCAACTT 

GTGTTTCCCTGATAATGTGTACA 
1 GTCGTGACTGACTTGGTGTGTTGCTA 

TTGTGTTTCTATATACTCCGTCCA * 
1 TTTAGTCCAGTGGTTTCCACAG CTG G 

CTAAGCCAGGAGTCACTTGGAGGC 

1 TGGAAGACAGTAAAGAACAGCCCTCT 
GTAGTCAGTAAAGTTTCACCTTCT 

1 TGGGTGGAGTATTATGTTTAACTGGA 
GTTGTCAAGTATGAGTC CCTCAGG 

1 AAAGTAGTAAATCGGG CTGTCTTAAT 

AGTGCGCCTGTTACTAATG GAATT 
1 ATGT CAAG CTTTGGGTCTCTGGAGTA 

TAACTTTTTGTAACATTAGCCATT 
1 ATCTAGGACACCTCCATCAAACCTCC 

TCTTGCACTTTC C CTCTGGCTTCC 
1 TGTGATGGGAACAGTGTCTTAGGGA 

GATG C AGCTTGGACTTGAGGTAAAT 

1 AGAATGGGAGGCCAACCTTCTATCAG 
AGTTAAACTTTTGACAAGGGAACA 

1 AAAAATGTGAAACTGCCCTGCCTCCC 
CTTTTTG CTGACAACACTGTGTAC 

1 GGCCCCATTACAAAACTCCTTAGGAA 
CCTCGCCCTCTCTCTGCTGTAAGG 

1 GCTG CTGTCTAGATTTATGTGTGCTC 
TGACAAGAAATGTTTTGTGTAACA 

1 CCAGGCTGCGGTGAGAATGCCAAGA 
AGGCACTACCTCCCACCCACATCAC 

1 CCAGTTGTCTTGAACAGCCTGACTCC 
TGCCAGCCCTATGGAAGTTCCTTT 

1 CCAGTTGTCTTGAACAGCCTGACTCC 
TGCCAGCCCTATGGAAGTTCCTTT 

1 TCTTTAAGAAGACCACCACATAGAAT 
ACCCCTTCCTATCAGCTCGCTCTG 

1 TTTGACTTTCAGGATGTCATACTACTT 
CTGTACCTAGCATTTTCAGTCCT 

1 TGCTTAGATTTGTTCCTGTTGTCAAAA 
CTGTTACCCCCAAAATTGGTGTG 

1 AACAAGGTACATGCATTATGTGTCAC 
ATTACTGGG CAAACTGTTCAAGTA 



1 AGCACAAGCAGTGTCTGTCACTTTCC 
ATGCATAAAGTTTAGTGAGATGTT 

1 AGTGACTAAATACTGGGAACCTATTT 
TCTCAATCTTCCTCCATGTTGTGT 

1 CTTCAGGACTGTATGAGCCGAGCAGT 
TACAAGACACAAAGAAGTTAAAAA 

1 AGGGCCAGATTTCATGTTGACCCTGG 
GGATGCTGTGAATTTCTCCTGCAG 

1 AAATG C AG GTTTATTATCCAG CACTG 
AGAGAGTTAACAAGGACTGGAAAA 

1 AAATG C AG GTTTATT ATC C AG CACTG 
AGAGAGTTAACAAGGACTGGAAAA 

1 CCCTCCTTAATCAACTTCAAGGAGCA 
CCTTCATTAGTACAGCTTGCATAT 
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Hs.7200 


AL117502 


5912009 
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Hs.22583 


AL117513 


5912025 
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Hs.303154 


AL1 17536 


5912065 
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Hs.6607 


AL1 17565 


591 21 1 5 
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HS. 154320 


AL1 17568 


5912116 
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HS.4055 


AL1 17595 


5912159 
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Hs.1 80777 


AL1 17621 


5912202 
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Hs.87794 


AL1 17637 


5912225 
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Hs.79709 


AL1 17644 


5912234 
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NA 


AL1 20453 


5926352 
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Hs.6988 


AL121406 


5927407 
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Hs.274481 


AL121735 


6012990 
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Hs.272307 


AL133015 


6453493 



Table 8 

mRNA; cDNA DKFZp434J214 (from 
clone DKFZp434J2l4); partial cds 
/cds=(0 t 1081) 

mRNA; cDNA DKFZp586l1823 (from 
clone DKFZD586I1823) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564H2023 (from 
done DKFZp564H2023) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp434A012 (from 
clone DKFZp434AD12) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp434A012 (from 
clone DKFZD434A012) 
/cds=UNKNOWN 

mRNA fun length insert cDNA clone 
EUROIMAGE 31839 /cds=UNKNOWN 



EUROIMAGE 814975 /cds=UNKNOWN 

ubiquitin-conjugating enzyme E2 
variant 1 (UBE2V1), transcript variant 2, 
mRNA/cds=(69,734) 

mRNA; cDNA DKFZp586D0824 (from ' 
clone DKFZp586D0824); partial cds 
/cds=(0,1080) 

cDNA: FU22008 lis, clone HEP06934 
/cds=UNKNOWN 
ATP synthase, H+ transporting, 
mitochondrial F0 complex, subunlt F6 
(ATP5J), mRNA /cds=(1, 327) 
mRNA; cDNA DKF2p586I2022 (from 
clone DKFZp586l2022) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586K1922 (from 
clone DKFZp586Kl922) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp566P1124 (from 
done DKFZp566P1124) 
/cds=UNKNOWN 

DKFZP564A122 protein 
(DKFZP564A122), mRNA 
/cds=(2570,2908) 

mRNA; CDNA DKFZp434D2050 (from 
done DKFZp434D2050); partial cds 
/cds=(1 10,1720) 

mRNA; cDNA DKFZD586B1417 (from 
done DKFZp58BB1417); partial cds 
/cds=(0,3876) 

hypothetical protein MGC16714 
(MGC16714), mRNA /cds=(394 l 990) 

mRNA; cDNA DKFZp434K2235 (from 
done DKFZp434K2235); partial cds 
/cds=(0,1086) 

popeye protein 3 (POP3), mRNA 
/cds=(147,1022) 

URAX1 mRNA, complete cds 
/cds^lOI.IBeO) 

ubiquitin-activating enzyme E1C 
(homologous to yeast UBA3) (UBE1C), 
mRNA/ccfS*(0,1328) 

mRNA; cDNA DKFZp564C2063 (from 
done DKFZp564C2063) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564M0264 (from 
done DKFZp554M0264) 
/cds=UNKNOWN 
mRNA; cDNA DKFZp434l225 (from 
done DKFZp434l225); partial cds 
/cds=(0,1281) 

phosphotidylinositol transfer protein 
(PITPN), mRNA/cdS=(216 l 1028) 
(synonym: hamy2) cDNA done 
DKFZP761I208 5 1 
glucose transporter pseudogene 
/cds=UNKNOWN 
cellular growth-regulating protein 
(LOC51038), mRNA/cds^ei^BS) 
mRNA; cDNA DKFZp4 340241 7 (from 
done 0KFZp434O2417); partial cds 
/cds=(0,724) 
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AAACCAGTGACTCCTAATC I 1 1 1 1CAA 
GTTAAGACACCTTACCATTGCTT 

AAGGGAACACAAAACTGTGGTCCTGA 
CAATACTAATTCTACCCGTTTTCA 

TTTTTGTACGATCAGCCTTACTGCTAA 
TAAAAGCACTTCCACAGGGAAAA 

AAATTCTACAAAG GAGAG GTTG GG C G 
TTACAAAGGCATTGTGAATCTAAT 

AAATTCTACAAAGGAGAGGTTGGGCG 
TTACAAAGGCATTGTGAATCTAAT 

TTCACCGAGGACATGAAACTCCACCT 
TGCGGGGATAAAGAGAGAAAAACA 

TGTGCTCTTCAGTAGAGGATTTTCTG 
TGATCCTACAATGAAGGGAAAGCT 

TTTGTGTAAAACCACCTTTTGAAGCA ■ 
GCAACTATCAAGTCTGAAAAGCAA 

AGTGGGTGAATCACAGTAATTTCCCT 
GTAAAATGTGGTACCTGAAGTCAT 

TAGG CTCATAGCCTTGTATTTCGTTTT 
AGATTGTAAGCTCAATGGCAGGG 
GCTCAAGCAAATGTTTGGTAATGCAG 
ACATGAATACATTTCCCACCTTCA 

AAGTCATCATTTGCCTTGAAAGTTTC 
CTCTGCATTGGGTTTGAAGTAGTT 

GAGCAGGGGTGGGAGTGGCTGTAAC 
TTCACAATCCTAATACAGTAAATGT 

TTCTTAAGGAGTCTTAACTCGGTACT 
TGGGTTAACGCCAGAAATTACTTT 

TTGGTGAGTTG CCAAAGAAG C AATAC 
AGCATATCTGCTTTTGCCTTCTGT 

AGG CCTTGTTTTTCAGCTTCATCTGC 
AGTTCTATGTGAAGATTGATAAAT 

TGCAACTTAGAAACCAGCTACAGTAT 
GGCCCACTTAATAAAACACCTGAA 

AGTTTATTGTTAG CCAGGTTGCTTGA 
AAGGTTGAGAGTGGAGTGGTTTGG 
GCATAACTGCTCTAGCTTCTTGTTTA 
CCATAGTACTGTGGCTTCAGATTT 

TGTATCTTTTCCTGTTAAACACACAGA 

CCCCTCCCCAATCTGGACATTGA 

GCCTTGCCAGCCTGTGTGCTTGTGG 

GAACACCTTGTACCTGAGCTTACAG 

G CATGAATGGG CAATATTTTCATCTG 

TTTACTTGTAGTGCCATAGAGGCC 

GGCCTTCTATGTGCTTAG CCATAACA 
ATTC C ATTAAG CAAGAAGGTAAGC 

AATTGAACAATAACCATTGGTGACTG 
G AGCAGGTAATTATAG CCTGCAGA 

AGGGGTCCCAAGAGCCTGTCCTCTTT 
TGTTCAAAATACATCTTGAAACGT 

CCTGCTGGGACTCCCTGACTTACTTT 

GGTTGGTTCCTAGTGCTACTTGTT 

GGAAAGCTCGTCAGTTTAGTAGGCTC 

C GAAATAGAATAGCAGTTGTC ACT 

AGAAGGTAACTTTATAGAAGTAACAC 

CAATATCCTAGTCTGCTTGCCCCG 

GCTGCTCCCTGGTTCCACTCTGGAGA 

GTAATCTGGGACATCTTAGTGTTT 

CTCTCCTCTTCCCACCTCTGTATCCC 

ACACAGGCATCTGGTGATGTTCTC 
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1220 Table 3A Hs75497 AL133074 

1221 Table 3A Hs.76853 AL133096 

1222 Table 3A Hs.109150 AL133111 

1223 Table 3A Hs.199009 AL133572 

1224 Table 3A Hs.25362 AL133611 

1225 Table 3A Hs.224680 AL1 33721 

1226 Table 3A Hs.306155 AL 13 3879 

1227 Table 3A Hs.322456 AL136542 

1228 Table 3A Hs.258503 AL136549 

1229 Table 3A Hs.177537 AL136558 



1230 Table 3A 



1232 Table 3A 



1238 Table 3A 

1239 Table 3A 

1240 Table 3A 

1241 Table 3A 

1242 Table 3A 

1243 Table 3A 

1244 Table 3A 

1245 Table 3A 

1246 Table 3A 

1247 Table 3A 

1248 Table 3A 



Hs.245798 AL1 36607 



1231 Table 3A Hs.4750 AL1 36610 



Hs.1 08548 AL1 36640 



1233 Table 3A Hs.27181 AL1 36656 

1234 Table 3A Hs.57209 AL 136703 

1235 Table 3A Hs.166254 AL136711 

1236 Table 3A Hs.324275 AL136739 

1237 Table 3A Hs.273294 AL136797 



Hs.76698 AL136807 

Hs.238986 AL136828 

Hs.146037 AL1 36674 

Hs.1 03378 AL1 36885 

Hs.37892 AL136932 

Hs.37892 AL1 36932 

Hs.108338 AL136941 

Hs.194718 AL136945 

Hs.7392 AL1 37423 

Hs.21015 AL137578 

Hs.1 22752 AL1 37601 



Table 8 

6453517 p53DlNP1 mRNA for p53DINP1b, 1 

complete cds /cds=(39,533) 
6453550 mRNA; cDNA DKFZD434N1728 (from 1 

clone DKFZp434N1728) 

/cds=UNKNOWN 
6453598 mRNA; cDNA DKFZp434H068 (from 1 

clone DKFZO434K068) 

/cds=UNKNOWN 
6599150 PCCX2 mRNA for protein containing 1 

CXXC domain 2, partial cds 

/cds=(0,2483) 

6599222 mRNA; cDNA DKFZd43401 317 (from 1 

clone DKFZD43401317) 

/cds=UNKNOWN 
6601909 DKFZp761H09121_r1cDNA,5 , end 1 

/cione=DKFZp761H09121 

/done_end=5' 
6602066 chorionic somatomammotropin 1 

hormone 1 (placental lactogen) (CSH1), 

transcript variant 2, mRNA 

/cds=(1 16,886) 
12044472 hypothetical protein DKFZp761D0211 1 

(DKFZP761D0211), mRNA 

/cds=(164,1822) 
6807648 mRNA; cDNA DKFZp761 112121 (from 1 

clone DKFZp761l12121); complete cds 

/cds=(1 38,3899) 
13276622 hypothetical protein DKFZp761B1 514 1 

(DKFZp761B1514), mRNA 

/cds={72,1028) 
12052739 hypothetical protein DKFZp564I0422 1 

(DKFZP564I0422). mRNA 

/cds=(510 ( 1196) 
12052745 hypothetical protein DKFZp564K0822 1 

(DKFZP564K0822), mRNA 

/cds=(9,527) 

12052805 mRNA; cDNA DKFZp564F163 (from 1 

clone DKFZp564F163); complete cds 

/cds=(149,532) 
1 2052835 nuclear receptor binding factor-2 1 

(NRBF-2), mRNA/cds=(179,1042) 
12052925 hypothetical protein DKFZp566J091 1 

(DKFZP566J091), mRNA 

/cds=(212,529) 
12052941 hypothetical protein OKFZD566I1 33 1 

PKFZP566I133), mRNA 

/Cds=(133,1353) 
12052996 WW domain-containing protein 1 1 

(WWP1), mRNA /cds=(1 0,2778) 
12053106 mRNA; cDNA DKFZp434N031 (from 1 

done DKFZp434N031); complete cds 

/cds=(1 8,3608) 
12053124 mRNA; cDNA DKFZp434L1 621 (from 1 

clone DKFZp434L1621); complete cds 

/cds=(315,5l5) 
12053164 hypothetical protein DKFZp434K0427 -1 

(DKFZP434K0427), mRNA 

/cds=(S41.1813) 
12053252 hypothetical protein DKFZp434C135 1 

(DKFZP434C135), mRNA 

/cds=(1 18.1206) 
12053268 hypothetical protein MGC1 1034 1 

(MGC1 1 034), mRNA /cds=(245,640) 
12053358 KIAA0922 protein (KIAA0922), mRNA 1 

/Cds=(1 22,3841) 
12053358 K1AA0922 protein (KIAA0922). mRNA 1 

/cds=(1 22,3841) 
12053376 hypothetical protein DKFZp586C1924 1 

(DKFZp586Cl924), mRNA 

/cds=(1 05,692) 
12053384 mRNA; cDNA DKFZp586O012 (from 1 

clone DKFZp586O012) 

/cds=UNKNOWN 
6807979 nucleolar protein GU2 (GU2), mRNA 1 

/cds=(1 07,2320) 
6808287 mRNA; cDNA DKFZp564L0864 (from 1 

clone DKFZp564L0864); partial cds 

/cds=(0.566) 

6808346 TATA box binding protein (TBP)- 1 
associated factor, RNA polymerase II, 
B,150kD(TAF2B), mRNA 
/cds=(57,3656) 
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ACACCTGTTCTTTGTAATTGGGTTGT 
GGTGCATTTTGCACTACCTGGAGT 
AGCCTAGGTGAAAATCTATTTATAAAT 
GGACCACAACTCTGGGGTGTCGT 

CATGAAG CTCTCAAGTCCTGCATCCT 
GAGGATCCAGATGGATGACAAGGA 

GGTG GTGTTTCCTAG ACCTTCCCTGA 
TGCGATTTTACCTTTGTTGAATTT 

ACGATG CTGTTTGCTCTGGAATGTTC 
ATCTTTTAGACAG GTTTTGGCTCA 

TCCGAGGGATGAGATTAAGGCAGAG 
GCAAAAGTTTCACAC AAA GTTTCTG 

GCCACAACTCCCATAGATGCCAATGT 
TTTGATAGCCTCAGTTTCTCAACG 



TGACCCACCCACCAAGGAAGAAAGC 
AGAATAAACATTTTTGCACTGCCTG 

CATGCTCTCCCATGACATCTCCATGC 
TGGTTTCTCCATAGCATAAATGAA 

GGTGCCGTGCATCACCAAATGAAAGT 
TTGTATTTAACGAGGAG GTGCTTT 

AAATCCTCTCTGCTGTTCACATTATCC 
TTTGTTTAACGTATGAACCAGGT 

GTGTAGAATTCCCGGAGCGTCCGTG 
GTTGAGAGTAAACTTGAAGCAGATC 

TGGGTAGGTTAAGCTGCCATACGTGT 
TCAGTGTGAATAGTGTTTAAGTTG 

TGATGCAAGAGTGGACGTAATGCTAG 
TTGG CAGTATTTT ATTGTAAGAAA 
TCAGTAAAAATGCCTGTTGTGAGATG 
AACCTCCTGTAACTTCTATCTGTT 

GGGCCATTTTATGATGCATTGCACAC 
CCTCTG GGGAAATTGATCTTTAAA 

AAAATGCTG CTGGCTTTTCTGAAGAC 
AGGTGCTTGAACTTGTCAGTTTGT 
CCGCCCAAAAGTCTGTTCTGATGGCA 
CTGAGTTTTCATTGTTCTGGATGT 

TGGTTGTGCTAAATTCATAGCAGGTG 
CCTTATTCTTTGCTTTTAGTCAAA 

TTTGCCAGGGTAATCTTCAGTTGGCC 
CTGATTCAATTAAATGGCCTTAAT 

ACACTCCTTAAGTTCCAAATGTTTTCC 
GCTAATAGTCTGTCCTAAAGCCT 

AGGACTCTTGAACATCTGAGCAGTTT 
TGTGCTTTGAGCCAC I 1 1 1 IGACA 
CGCCTATATGAACCTGGACATATGGA 
CTACCACAGCGAATAG G AATGCAA 
CGCCTATATGAACCTGGACATATGGA 
CTACCACAGCGAATAGGAATGCAA 
TTTCCTATTTTGCTCCAGACTATGTTT 
TCAGCATACCTTGGGTCTGAACA 

TTGTGCTTTCTGTATTTAAAACTTTGG 
CTGTACTAAG CAAATGC AAG GTT 

GGTCATCATAGTTGAGGTATGTGTCT 
GCTATTTGCAAAGAAGTTGGTCGT 
TTCAGGACCCTAGAGGAGAGCTTTAT 
ACAATTACCGATGTGAATTTCTCT 

TGTTTTG CTTAATGTG GACAATTTACA 
CACC CAACAC ATACTGTTTCCAA 
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1249 Table 3A 

1250 Table 3A 

1251 Table 3A 

1252 Table 3A 

1253 Table 3A 

1254 Table 3A 

1255 Table 3A 

1256 Table 3A 

1257 Table 3A 

1258 Table 3A 

1259 Table 3A 

1260 Table 3A 

1261 Table 3A 

1262 Table 3A 

1263 Table 3A 

1264 Table 3A 

1265 Table 3A 



1273 Table 3A 

1274 Table 3A 

1275 Table 3A 

1276 Table 3A 

1277 Table 3A 



Hs.145612 AL137608 

Hs.173912 AL1 37681 

Hs.306195 AL1 37721 

Hs.12144 AL1 37753 

Hs.77646 AL1 37938 

HS.235390 AL1 57426 

Hs.66151 AL157438 

Hs.110702 AL157477 

Hs.250535 AL1 57499 

Hs.170171 AL161952 

Hs.71252 AL161991 

Hs.99908 AL1 62047 

Hs.78829 AL162049 

Hs.302649 AL162068 

Hs.17377 AL162070 

Hs.155191 AL162086 

Hs.3576 AL357536 



1266 Table 3A Hs.29797 AL359585 



1267 Tab!e3A Hs.252588 AL359626 



1268 Table 3A Hs.33756 AL359654 



1269 Table 3A Hs.3640 AL359940 



1270 Table 3A Hs.318501 AL360190 



1271 TabteSA Hs.7104 AL390127 



1272 Table 3A Hs.49822 AL390132 



Hs.98026 AL442083 

Hs.77868 AL513780 

Hs.181309 AL520892 

Hs. 16648 AL523085 

Hs.37617 AL532303 



Table 8 

6808357 RNA helicase (RIG-I), mRNA 

/cds=(1 57,2934) 
6807931 eukaryotic translation Initiation fector 

4A, isoform 2 (EIF4A2), mRNA 

/cds={15,1238) 
68081 59 over-expressed breast tumor protein 

(OBTP), mRNA /cds=(0 ,224) 
6808455 mRNA; CDNADKFZD434K1412 (from 

clone DKFZD434K1412) 

/cds=UNKNOWN 
6851002 mRNA; cONA DKFZp761M0223 (from 

clone DKFZp761M0223) 

/cds=UNKNOWN 
701 8455 mRNA; cDNA DKF2p761 B1 01 (from 

clone DKFZp761B101) 

/cds=UNKNOWN 
7018513 mRNA; cONA DKFZp434A1 15 (from 

clone DKFZp434A115) 

/cds=UNKNOWN 
701 8497 mRNA; cDNA DKFZp761 E212 (from 

doneDKFZp761E212) 

/cds=UNKNOWN 
7018548 mRNA; cDNA DKFZp434N2412 (from 

done DKFZp434N2412) 

/cds=UNKNOWN 
7328002 mRNA; cDNA DKFZp434M0813 (from 

done DKFZp434M0813); partial cds 

/cds=(430,788) 
7328122 mRNA; cDNA DKFZp761C169 (from 

clone DKFZp761C169); partial cds 

/cds=<996,2474) 
7328089 nuclear receptor coactivator 4 

(NCOA4), mRNA/cds=(140,1984) 
7328093 mRNA; cDNA DKFZp762E1712 (from 

done DKFZp762E1712); partial cds 

/cds={0,2477) 
73281 43 HSP22-!ike protein interacting protein 

(LOC64165), mRNA/cds=(0,155) 
7328146 mRNA; cDNA DKFZp762H186 (from 

clone DKFZp762H186); complete cds 

/cds=(0,1489) 
7328174 vfllin 2 (ezrin) (VIL2), mRNA 

/cds=(117,1877) 
8249879 Homo sapiens, Similar to RIKEN cDNA 

5730494N08 gene, clone MGC:13348 

IMAGE:4132400. mRNA, complete cds 

/cds=(132,494) 
8655645 mRNA; cDNA DKFZp762B1 95 (from 

done DKFZp762B195) 

/cds=UNKNOWN 
8655704 mRNA; cDNA DKFZp564F172 (from 

done DKFZp564F172) 

/cds=UNKNOWN 
8670873 mRNA full length insert cDNA done 

EURO IMAGE 196784 /cds=UNKNOWN 

8977897 mRNA; cDNA DKFZp762P1915 (from 

cloneDKFZp762P1915) 

/cds^UNKNOWN 
891 9391 stimulated trans-acting factor (50 kDa) 

(STAF50), mRNA/cds=(122,1450) 

9368821 mRNA; cDNA DKFZp761P06121 (from 

clone DKFZp761P06121) 

/cds=UNKNOWN 
9368828 mRNA; cDNA DKFZp547E 107 (from 

done DKFZp547El07) 

/cds=UNKNOWN 
10241762 mRNA for K1AA1784 protein, partial 

cds/cds=(0,3505) 
12777274 ORF (LOC51 035), mRNA 

/cds=(135,1031) 

12784385 proteasome (prosome, macropaln) 

subunit. alpha type, 2 (PSMA2), mRNA 

/cds=(0,704) 
12786578 AL523085 cDNA 

/done=CS0DC001YF21-(5-prime) 
12795798 602144947F1 cONA, 5 1 end 

/done=IMAGE:4308683 /done^endsS* 
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GAGATCAACGGGATGAGGTGTTACA 
GCTGCCTCCCTCTTCATGCAATCTG 
AGGTAGGGTTTAATCCCCAGTAAAAT 
TGCCATATTGCACATGTCTTAATG 

AGGGGGTGATTTTTGCTCTTGTCCTG 
AGAAATAACAGTG CTGTTTTAAAA 
ACTTGAGTGGGGTTTTCCTTTTCCCC 
CAATTCTAAGAGAATATAATGTGT 

GCGTCTGTTGTTAGCAAAGAATAGAT 
TCACACAGTCTAAG GTTTC CTTCC 

CCCTCTTAGCCTATCCATCTTAAGCC 
CCAAGCTGAGTGTGGTTCTGGTAA 

TAAGGAGAA7TAGACTCCCAAGTAGA 
CACCAGAGTCACTGTTTGGTTGGT 

AC GTGTTTTTGG GATATGTTTC CAAT 
CTTTAAATGACCTTGCCCTGTCCA 

AACC A I 1 1 G 1 1 A ACTGTACTGAAGGT 
GTGTCCTCAAGAAGAAAGTGTTCA 

AAACAAACTGTGTAACTGCCCAAAGC 
AGCACTTATAAATCAGCCTAACAT 

AAACTGATCAC ACTGACTG GATCTGT 
CCACGACATGGAAAATAAACTGGA 

TTGCATTGATGAATTTTGTATCTGCTT 
CCATTAAAAG CATAAC AG CCACA 
ATCTCTCCTTCAGTCTGCTCTGTTTAA 
TTCTGCTGTCTGCTCTTCTCTAA 

TTGAAGTTTTAAGGGACGTCAGTGTT 
TATG C CATTTTTCCAGTTC CAAAA 
GGTCGGCTCTTATAGAGTGGCCATAG 
TGTTCTGTCAAAACACTTGCTTCC 

TTCTCCTTCACAG CTAAGATGCCATG 
TGCAGGTGGATTCCATGCCGCAGA 
CATGATTCCAAGGATCAGCCTGGATG 
CCTAGAG GACTAGATCACCTTAGT 



AGTG AAGATCTG G CTGAACCAGTTCC 
ACAAGGTTACTGTATACATAGCCT 

AGGCCATCATTCTATACCTCATTTAA 
GCCATTGTTATCAAGGGTTTACCC 

AGAGTACATGGAAAGTTAGGTGTTCA 
AATTC AC ATCTAATTTC C CTG G GA 

Gllll CAGTTTTCCCCTTTACAGTCTT 
CTCCCCTCACCTCCAGGACCCTC 

ATCCTTCAGAATGTGTTGGTTTACCA 
GTGACAC CCCATATTCATCAC AAA 

GTCTGGCCTTGGCTTGCTCGGATAAA 
ACTTTGTATGTATTTTGTATGGCA 

TGCTGAGCATGGGGAATGTGGCTGC 
TGCAGAGACGTTATGAAACACTTCT 

TCTCCATCCTTGTGAATGTCCTCGTC 
TGTTTCAAATACAGTGCAGTCAGT 
TGGTTCTTCTGATGAGCAAGGGAACA 
ACACTGAGAATGAG GAG GAAG GAGT 

TGAAGTTAAGGATTACTTGGCTGCCA 
TAGCATAACAATGAAGTGACTGAA 

GGCI I ICI 1 GTTTTGGTGTCTTGGAG 
TGCTGGGTAAGGTTCAGTGGATAT 
CTATCTACACCATCATGCGCTGGTTC 
CGGAGACACAAGGTGCGGGCTCAC 
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1278 Table 3A HS.835B3 AL532406 

1279 Table 3A Hs.30120 AL533737 

1280 Table 3A Hs.179999 AL534584 

1281 Table 3A Hs.159065 AL538276 

1282 Table 3A Hs.285401 AL540399 



1283 Table 3A 

1284 Table 3A 

1285 Table 3A 
1288 Table 3A 

1287 Table 3A 

1288 Table 3A 

1289 Table 3A 

1290 Table 3A 

1291 Table 3A 

1292 Table 3A 

1293 Table 3A 

1294 Table 3A 
*295 Table 3A 

1296 Table 3A 

1297 Table 3A 

1298 Table 3A 

1299 Table 3A 

1300 Table 3A 

1301 Table 3A 

1302 Table 3A 

1303 Table 3A 

1304 Table 3A 

1305 Table 3A 

1306 Table 3A 

1307 Table 3A 

1308 Table 3A 



Hs.1 81400 AL542592 

Hs.271599 AL550229 

NA NCJJ01807 

Hs.218329 AL556016 

Hs.250465 AL556919 

Hs.90035 AL558028 

Hs.301756 AL559029 

Hs.119274 AL559422 12904908 



Hs.218329 AL559555 

Hs.33026 AL561074 

Hs.335863 BE262306 

NA NC001807 

Hs.287797 AU1 17298 

Hs.1600 AU118159 

Hs.181165 AU120731 

Hs.172028 AU135154 



NA 



AV686223 



Hs.343475 AV687530 

NA • AV689330 

Hs.28739 AV691642 

NA AV693913 

Hs.324602 AW969923 

Hs.301570 AV702152 

Hs.7312 AV702692 

NA AV705900 

Hs.167130 AV706014 



Table 8 

12795899 a ctin related protein 2/3 complex, 
subunit 2 (34 kD) (ARPC2), mRNA 
/cds=(84,986) 

12797230 602272333F1cDNA,5'end 

/done=IMAGE4360233 /done_end=5' 

12798057 Homo sapiens, clone IMAGE:3457Q03, 
mRNA /cds=UN KNOWN 

12801769 AL538276CDNA 

/done=CS0DF027YC09-(5-prime) 

1 2870508 colony stimulating factor 2 receptor, 
beta, lovv-affinity (granulocyte- 
macrophage) (CSF2RB), mRNA 
/cds=(28,2721) 
12874788 602650370T1 cDNA, 3' end 

/clone=IMAGE4761 353 /clone_end=3' 

12886998 cDNA FL) 12347 Ms, clone 

MAMMA1 002293 fcds=UNKNOWN 
13959823 Mitochondrial Sequence 

12898299 mRNA for KIAA1245 protein, partial 

cds/cds=(701,3379) 
12900027 mRNA; cDNA DKFZp434E2023 (from 
clone DKFZp434E2023) 
/cds=UNKNOWN 
12902157 AL558028CDNA 

/clone=CS0DJ002YF02-(5-prime) 
12904124 Homo sapiens, clone MGC:17544 

«vtAGE:3462146, mRNA, complete cds 

RAS p21 protein activator (GTPase 
activating protein) 3 (lns(1,3,4,5)P4- 
binding protein) (GAP1IP4BP), mRNA 
/cds=(46,2550) 
12905153 mRNA for KIAA1245 protein, partial 

cds /cds=(701 ,3379) 
12908145 mRNA for FU00037 protein, partial 

cds/cds=(3484,3921) 
9135208 601462961T1 cDNA, 3' end 

/clone=IMAGE:3866222 /clone_end=3' 

13959823 mitochondrial COX3 

1 0932256 mRNA for FU00043 protein, partial 

cds /cds=(0,4248) 
10933184 Homo sapiens, done 1MAGE:3543711, 

mRNA, partial cds /cds=(0,1620) 

1 0935966 eukaryotic translation elongation factor 

1 alpha 1 (EEF1A1). mRNA 

/cds=(53 f 1441) 
10995693 a disintegrin and metalloproteinase 

domain 10 (ADAM1Q), mRNA 

/cds=(469,2715) 
10288086 AV686223cDNA,5'end 

/clone=GKCGXH11 /done_ 

1 0289393 601 556208T1 cDNA, 3' end 

/clone=lMAGE:3826392 /clone_end=3' 

10291 1 93 cDNA clone GKCDJE03 5' 

10293505 602593745F1 cDNA, 5 1 end 

/clone=lMAGE:4721002 /clone_end=5' 

13959823 mitochondrion, complete genome 

8159767 EST382001 cDNA 

10718482 602585120F1 cDNA.S'end 

/ctone=lMAGE4712861 Idtonejsntt' 

10719022 Av702892cDNA,5 , end 

/clone=ADBBQC12 /done_end=5 f 
10723195 Partial Cloning Vector 

10723303 hypothetical protein (PRED22), mRNA 
/cds=(245,1021) 
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GAAGCGGCTGGCAACTGAAGGCTGG 
AACACTTGCTACTGGATAATCGTAG 

AAGCAAGAGATTGTAAACCGGGTACA 
GAATCCAAGAGATGAGAGAGGACC 

AGACGAATGCTTGTCAGTTGTAGCTT 
TCCAGGATTCTGCTCCAATGAGGA 

CAAACTGATTGCGGGGCAGGGACTT 
GAGTATGGGGAGAGGCTGCAAAAGA 

GAACATCAGGAGAGGAGTCCAGAGC 
CCACGTCTACTGCGGAAAAGTCAGG 



1 AGTTGGAGAGTTACTCGAACCTCAGG 
TGACAGTTGTAAGGCAGACATAGT 

1 CTCCTCCAGGCCTCTCGGATGCCTCT 

GTTGGGAGAGCTAAGTTCCTCTTC 
1 TCCTCCATATATCCAAACAACAAAGC 

ATAATATTTCGCCCACTAAGCCAA 
1 TG CTGTTG CAAAAGAAGAA GACATCT 

CTGCCTGAGTTTTAATTTTGTCCA 
1 TTTCTGCTGGAGTCCCCTGTGTCCTC 

AGCCATCCCAAGAAGGGTTTGCTG 

1 CTGGTTGGATCTGCATCTCACGC CCA 
CTGCACACCGTTCCTCTCCATCTG 

1 ACCTCGACTCCCTG GTGCTCTTTGCA 
GAGTTGGGCAGTGAAATTACCTTT 

1 ATACACAG CACGAC GTATCCTTGTAC 
CGACTTCTCCCGGTTCTTGTTTGA 



1 GTACTTAGGAAGACACAGCTAGATGG 
ACAACAGCATTGG GAGGCTTAGCC 

1 CATCTCTGGTTGTGTCTGTGCCGACT 
CGGTGTTGAATCAAATCAGGTGTG 

1 CAACAATAGGAGGTGGAATGCTGCAA 
GGGGCTGCAAATGAGGGCAATGCA 

1 ATATTTCACTTTACATCCAAACATCAC 
TTTGGCTTCGAAGCCGCCGCCTG 

1 TG G CAAATTCTG CGAGTGTGATAATT 
TCAACTGTGATAGATCCAATGGCT 

1 TCTCACATGTCCATTTGAACCACCCA 
AACCAAAAACAAAGCATAAGCTGG 

1 TCCAGGATGTCTACAAAATTGGTGGT 
ATTGGTACTGTTCCTGTTGGCCGA 

1 TGGACATAGCAGCACATACTACTTCA 
GAGTTCATGATGTAGATGTCTGGT 

1 AACAGAAGACGAGGACACAGAGCGA 
GAATAAGCACAACTCAGACAACACA 

1 TGACCACTTATGCACTTTCTGAATTTG 
CTTTCCATGCTCAGAGTTCTGCT 

1 CTTTGACCCCACCTTGTGGAAACCCA 
GCTGTCTACTGGCAGACATTGGTG 

1 AAACACCAGTTTGCAGGAAGAAAGGA 
AGAG AATGGAAATTG CTT CTG G AA 

1 CCCTACCATGAGCCCTACAAACAACT 
AACCTGCCACTAATAGTTATGTCA 

1 AGTCGTATTAGAGCCTTGGCGTAATC 
ATGGTCATAGCTGTTTCCTGTGTG 

1 TTG CTGC CTGATCTGACATACATGAT 
CCATCGGGTTTTGTTACAAGGAAC 

1 CATGTTCATAGGTAATCTTTGTACTCT 
GTGTG CAGCAGTATTTGGTTTGC 

1 AATTCGCCCTATAGTGAGTCGATTAC 
CAATCACTGCCCGCGTTTACAACG 

1 ACAG GTAACTGAAGATCAAAGTAAAG 
CAACAGAGGAATGTACATCTACCT 
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1327 Table 3A 

1328 Table 3A 

1329 Table 3A 

1330 Table 3A 

1331 Table 3A 

1332 Table 3A 

1333 Table 3A 

1334 Table 3A 

1335 Table 3A 

1336 Table 3A 

1337 Table 3A 

1338 Table 3A 

1339 Table 3A 

1340 Table 3A 

1341 Table 3A 

1342 Table 3A 



Hs.1 34829 AV706481 

NA NC0Q1807 

Hs.90960 AV710415 

Hs.316785 AV710763 

Hs.1 35167 AV712376 

Hs.89104 AV716500 

Hs.237888 AV716565 

Hs.178703 AV716627 

Hs.17481 AV716644 



HS.256959 
NA 

Hs.127160 
Hs.21536 
Hs.1 19908 
Hs.247474 
Hs.76728 



AV719442 
AV719659 
AV719938 
AV720984 
AV721008 
AV723437 
AV724531 



Hs.280261 BE382869 

Hs.21351 AV724655 

Hs.44656 AV726117 

Hs.245798 AV727063 

Hs.316771 AV729160 

Hs.22003 AV730135 

Hs.175971 AV734916 

NA " AV735258 

NA ' NCJJ01807 

HS.246796 AV739961 

Hs.122431 AV743635 

Hs.42915 AV745692 

Hs.26670 AV749844 

Hs.31409 AV752358 

Hs.335863 AV755117 

Hs.339898 AV755367 

Hs.181165 AV756188 

Hs. 58643 AV760147 



Table 8 

10723761 AV705481 cDNA, 5' end 

/done=ADBBYF02 /done_end=5' 
13959823 mitochondrion, complete genome 

10729044 602563938F1 cDNA, 5' end 

/clone=IMAGE:4688769 /clone.end^' 

10730069 AV710763cDNA, 5'end 

/done=CuAAJH09 /done_end=5* 

10731682 AV712376 cDNA, 5' end 

/done=DCAAND12 /done - end=5 t 

10798017 602590917F1 cDNA, 5* end 

/done=lMAGE:4717348 /done_end=5* 

1081 3717 Interieukin 7 receptor (1L7R), mRNA 

/cds=(22,1401) 
10813779 AV716627cDNA,5 , end 

/done=DCBBCH05 /done_end=5' 
10813796 mRNA; cDNA DKF2p434G2415 (from 

done DKFZp434G2415) 

/cds=UNKNOWN 
10816594 AV7 19442 cDNA, 5 1 end 

fdone=GLCBNA01 /done_end=5' 
10816811 cDNA done GLCGRA09 5 1 

1 0817090 AV659177 cDNA, 3' end 

/done=GLCFUC08 /done_end=3' 
10818136 yfB9a03.s1 cDNA, 3* end" 

/done=IMAGE:27414 /done_end=3' 
1 0818160 nudeoiar protein NOP5/NOP58 

(NOP5/NOP58), mRNA/cds=(0,1589) 
1 0826838 hypothetical protein FU21032 

(FU21032), mRNA /cds=(235, 1005) 
10829010 602570065F1 cDNA, 5* end 

fclone=IMAGE:4694321 /c!one_end=5 1 

9328234 601297762F1 cDNA, 5* end 

/clone=lMAGE:3627808 /done_end=5 1 

10829278 qd15g09.x1 cDNA, 3' end 

/done=iMAGE:1723840 /done_end=3' 

108321 85 AW261 17 cDNA, 5' end 

/done=HTCAXB05 /clone end-5' 

10836484 hypothetical protein DKF2p564l0422 
(DKFZP564I0422), mRNA 
/cds=(510,1196) 

10838581 AV729160cDNA,5'end 

/done=HTCCAB04 /done_end=5' 

1 0839555 solute carrier family 6 (neurotransmitter 
transporter, GABA), member 1 
(SLC6A1), mRNA/cds=(234,2033) 

10852461 AV734916CDNA, 5'end 

/done=cdAAHE11 /done_end=5' 
10852803 mitochondrion, complete genome 

10855754 Mitochondrial Sequence 

10857542 AV739961 cDNA, 5' end 

/done=CBFBRA1 0 /done__end=5' 
10861216 AV713062cDNA t 5'end 

/done=DCAADD1 2 /done_end=5 t 
1 08651 39 ARP2 (adin-related protein 2, yeast) 

homolog (ACTR2), mRNA 

/cds=(74,1258) 
10907692 PAC done RP3-515N1 from 22q11.2- 

q22/cds=(0,791) 
1 091 0206 602685862F1 cDNA, 5' end 

/done=IMAGE:4818566 /done_end=5' 

10912965 601462961T1 cDNA, 3' end 

/done=lMAGE:3866222 /done_end=3' 

10913215 ribosomal protein S12(RPS12), mRNA 

/cds=(80,478) 
1091 4036 eukaiyotic translation elongation factor 

1 alpha 1 (EEF1A1), mRNA 

/Cds=(53,'l441) 
10917995 602438603F1 cONA, 5' end 

/done=lMAGE:4564968 /done_end=5 f 
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AACAGTTGGG CACC CTGAATGGCAAA 

TGG CAAATTTG GAGCG CTAATAAT 

GCCAATCACTTTATTGACTCCTAGCC 

GCAGACCTCCTCATTCTAACCTGA 

ATGTGGGAGGGGCATGGCAGCTATG 

AAGGACCTCCTACCTCTGGTTTCTG 

CATGGGACGGGGAGAAAAAGCAAAC 

CCTG G CACTTGG GAATACTTATACC 

TTGTGCCCTTGACTGGGTATTTCTTG 

AAGCCCTTGGATCTACCTTTGGTC 

ACATAATACGGTTGTGCGAGCAGAGA 

ATCTACCTTTCCACTTCTAAGCCT 

CCAGCCTTTGCCTCTTCCTTCAATGT 
GGTTTCCATGGGAATTTG CTTCAG 
AAAACCTCGAGTCATGGTGAATGAGT 
GTCTCGGAGTTG CTCGTGTGTGTA 
GTGAGCACGGACATGCGGCATCATC 
GAGTGAGACTGGTGTTCCAAGATTC 

CACCACAGTCTCAGTGCAGGGCTGG 

GAAGTGAAAGACGATTCACCAGACC 

TTTGTGGGTGGGTGATTAGTCGTTGC 

TGATGAGATATTTTGAGGGTGGGG 

ACCTTGTAAGTGCCTAAGAAATGAGA 

CTACAAGCTCCATTTCAGCAGGAC 

GCCGAGATCTGCTCAGACTACATGG 

CTTCCACTATAG GGTTCTACAGTGT 

AAATCAGAATTCATTTAGCTCACCAC 

ATCTCTTGAATGTGATTGACCTAC 

AGGTGTTTAACAGTGTTATTTTGCCA 

CTGGTAATGTGTAAACTGTGAGTG 

TGGAGTTTCCAGGAGAAAAATAATCA 

CCTTTGAAGG I 1 1 I IAGAGCATGT 

GGTAA CAACATCCGTCTGAAAG G GTC 
GGACCTCGTCCAAAGGAGATAGGC 

AC ATTTTGATTTCTTCTCTCTGTG G G 
GTGGCAAGTTGAGGGAGCATTCTT 

CGTAAACCAATGTGGTACACTAGTTG 
GCCCGAACTTGGTATAAACCGCCT 
TCTTTAAGTCTGTCAAACCAGAACTC 
TTTGAAGCACTTTGAACAATGCCC 

AGCTGGCGTAATAGCGAAGAGGCCC 
GCACCGATCGCCTTTCCAACAAGTG 
AGATGCATTTTAAATGTCTATAAATGG 
TGTCATAACTAGAGCACGGGCGT 



ATTAAAACGCTTGGAAGAAAATCCCC 

TTTTG GCAGGTGGG G GAAAAAGCA 

ATTCAACCAATAGCCCTTGCCGTACC 

GCCTACC CGTAACATTACTGGAGG 

CGCCTATAGCACTCGAATAATTCTTC 

TGACCCTAACAGGTCAACCTCGCT 

GTT GTGCATGATTCCCCACGTGTCTC 

TGTTTATCCAGATAAGAAAAGATA 

TCTTTTAGGATTTGTCTTTTAGAATCT 

CCAGTCCTCACAGGAAAACCCCC 

TGGGTGGAGTATTATGTTTAACTGGA 

GTTGTCAAGTATGAGTCCCTCAGG 

ACCTCATTCTGACACCTGCATATAGT 
GTGGGAAATTGCTCTGCATTTGAC 
GTTCTGGAGGACAGGAAGGGTGACC 
CACAGAGGATTATACCACCGGGGTG 

GCCG CAGACCTCCTCATTCTAACCTG 
AATCGAAGGACAACCAGTAAGCTA 

TGAGTCGTATTACAATTCACTGGCCG 
TCGTTTTACAACGTCGTGACTGGG 
TAAGATTATCAAC CTTGGGGTCGTTT 
TGTTGTTCGCGGATTGAGCACGGA 

CTGGGCTGAAGCCTATTCCTATGGG 
GCTCTGGAATGTTTGTGACTGAATG 
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Hs.93194 


AV762642 


10920490 


1344 


Table 3A 


Hs.301553 


AW021037 


5874567 
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Hs.232400 


AW021551 


5875081 
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Hs.95835 


AW248322 


6591315 
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Hs 340753 


AW362008 


6866658 
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Hs 127574 


BG43638B 


1 3342892 
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Tahlp 3A 


Hs.8024 
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NA 


AW402007 


6920693 
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Hs.181125 


AW405863 


6924920 
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NA 


AW49965B 


7111531 
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NA 


AW499828 


7111870 


1354 


Table 3A 


Hs.181461 


AW499829 


7111872 
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Hs.145668 


AW500534 


7113240 
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Hs 304900 


AW501528 


7115141 
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Hs 37892 


AW504212 


7141879 
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Hs.120998 


AW504293 


7141960 
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Hs.182937 


AW630825 


7377615 
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Hs.102647 


AW651682 


7412932 
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NA 


AW792856 


7844778 
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NA 


AW810442 


7903436 
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NA 


AW812896 


7905890 
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Hs.44577 


AW813133 


7906127 
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Hs.23128 


AW819894 


7912888 


1366 


Table 3A 


Hs.165695 


AW850041 


7945558 
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Hs.301756 


AW866426 


8000476 
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Hs.130729 


AW898615 


8062820 
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Hs.1 66975 


AW949481 


8139068 


1370 
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Hs.172028 


AW954112 


8143795 


1371 
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Hs.76728 


AW954476 


8144159 
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Hs.292457 


AW954580 


8144263 



Table 8 

apolipoprotein PA (APOA1), mRN 
/cds=(38,841) 

kaiyopherin alpha 6 (Importin alpf 
(KPNA6), mRNA /cds=(55,1 665) 



ribonudeoprotelnA2/B1 (HNRPA2B1), 
transcript variant B1, mRNA 
/cds={169,1230) 



/done=lMAGE:2263175 /done_end=3' 

602509044F1 cDNA, 5* end 
/clone=lMAGE 461 9579 /clone_end=5 t 

IK cytokine, down-regulator of HLA II 
(IK), mRNA /cds=<11 1,1 784) 
UI-HF^K0-aao-g-Q2-0-Ul.r1 
NIH MGC 36 cONA done 
IMAGE:3054530 5 , 
Homo sapiens, clone MGC: 12849 
IMAGE4308973, mRNA. complete cds 
/cds=(24,725) 

Ul-HF-BR0p-ajj-c-07-O-Ul.r1 
NIH_MGC_52 cDNA done 
IMAGEI3074677 5' 
UI-HF-BNO-ake-c-06-O-UI.rl 
NIH MGC_50 cDNA done 
IMAGE:3076619 5" 

artadne (Drosophila) homolog, ubiquitin- 
conjugating enzyme E2-binding protein, 
1 (ARIH1), mRNA/cds=(314,1987) 

7113240 fmfc5cDNA/done=CR6-21 



602288147F1 cDNA. 5' end 
/done=MAGE:4373963 /done_end=5 1 

K1AA0922 protein (KIAA0922), mRNA 
/cds=<122,3841) 

serine/threonine kinase 17b (apoptosls- 
fndudng) (STK17B), mRNA 
/cds=(261,1379) 

peptidylproly) isomerase A (cydophilin 
A) (PPIA), mRNA/cds=<44,541) 

602271536F1 cDNA.S'end 
/done=MAGE:4359609 /done_end=5' 

UM0001 cDNA 

ST0125 cDNA 

RC3-ST0186-250200-018-a11 cDNA 
/gb=AW812896 
602388170F1 cDNA, 5' end 
/done=IMAGE:4517129 /done_end=5* 

Homo sapiens. Similar to RIKEN cDNA 
4931428D14 gene, done MGC:15407 
IMAGE:4309613, mRNA, complete cds 
/cds=(123,1151) 

1L3-CT0216-170300-097-C07 cDNA 

Homo sapiens, done MGC: 17544 
IMAGEI3462146, mRNA, complete cds 
Vcds={256 1 894) 
RCl-NN0073-090500-012-f02 cDNA 

splidng factor, arglnine/serine-rich 5 
(SFRS5), mRNA /cds=(21 8,541) 
a disintegrin and metalloproteinase 
domain 10 (ADAM10), mRNA 
/cds=<469,2715) 
602570065F1 cDNA, 5* end 
/done=IMAGE'469432l /done_end=5» 

Homo sapiens, done MGC: 16362 
IMAGE3927795, mRNA, complete cds 
/cds=<498 1 635) 
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1 TTGTCCATTTGGAACAGAGTCACTAT 
AAAGAACGGGCTCAACTGGGCACC 

1 GCAGACATAGG CGAAGAAAACATGG 
CATTGAGTGTG CTGAGTC C AGAC AA 

1 CTTTTCCCACCCCCTCCCCCTCCATG 
TGAAGATTTGGGTGCTTAACATAT 



1 GGCACTGCCTCCTTACCTGTGAGGAA 
TGCAAAATAAAGCATGGATTAAGT 

1 AAACCACACCAGGAACTCCTTGCATG 
GCAAAAGCTGAACAGTACAAATCC 

1 ACACAGTCATCCCCATGCAGAAACCT 
CAGAAAACACCAATGTATTACACA 

1 GTCTGAACGAGACTCAATTCCTCTCC 
GAGGCTCCCCAAACAAATTGTAGC 

1 GTGCAGTCCATCAGATCCAAGCCTGT 
CTCTTGAGGAACAACCGCGCAGAC 

1 GACCCAGGCTATGGATGAGGCTGAC 
TATTACTGTCAGGCGTGGGACAGCA 

1 TGGTGGCAAATCTGATTTTTGGAAAC 
GAGTATTGGAGGACTATAAAACAA 

1 ACATTTCTTGTTGGCACTACAGCAAC 
CACATACAGTACAGACAACCTCCA 

1 TGGGATAAAGGTGTGTCGGTTTAGCA 
CCTCTGGAAGACCTATCTAGAGCT 



1 CCTGGCACATGTTGTCTGGAGTCTGG 
CACACTGGTTATCAATAGCACATT 

1 GCATGTTCTCACCGTGAAGGAGAGT 
GATGCAGGGAGATACTACTGTGCAG 

1 AAAGTGGGTGGAAGACTTCCTGGTG 
CAGGAGGCTCACTCCGATTTAAGGT 

1 CTGTGGTCTGTTATATGAGAGAGATC 
CTTTAACTAGAGCAAAGAGGGAGT 

1 G CTTGCTGTTCCTTAGAATTTTG CCTT 
GTAAGTTCTAGCTCAAGTTGGGG 

1 TTTCTCAGAGCTGGAGGTTGCTGGG 
CACCTAAATGATGTTTCATGATAGC 

1 CTTTTTGTAAGTTACAACATTCCACTG 

GATCCTTATATTGCCTGTAGTGG 
1 CTCATCTATGTCTTCTAAAGCTTTTCT 

GCATTCTTCCACCTGGGATTCAA 
1 CTGTCTTTG GAAG GAGACACAAGAAC 

CTGATAACATTGGTTGTCTTCGGG 
1 AAACAAGAACCCACTTAAACACAGCA 

TCAAACTCTACCATGAAATGAAGA 

1 TTCTTCCTGGTCATATTCCTCTTTTGA 
TTTTCTAAGAACTTCCCTCAGGA 



1 ACAC AAGATACTG C C ACTTTCTCTAC 
ACAAAGACCCACCCAAACACCAGC 

1 CTTTCTCAGGAAGTGGCTCTGCCAGG 
CAGGACTATGTGGGAAAGGGTTTT 

1 ATTAC ATG CTAACTC AAACTTACAAAA 
TCAAGCTCTCTGTGATCCTG GTT 

1 GATTAAAGGCTTCCATCGATTGGGTA 
GTGTCCTTCAAGTGGGTGGCGAAG 

1 TGTATTAACAGGCTTATTGCTATGCA 
GGGAAATAGAAGGGGCATTACAAA 

1 TGGTGGATGGATGGAAACACATACCT 
CCTAATTAACCTGTTGGTGGAAAC 

1 GCCTTGGAGTGTGACATTTCTGCGAG 
AATG CTTAAATACCGATTTCC C GC 



368 



WO 02/057414 



PCT/US01/47856 



1373 


Table 3A 


Hs.95835 


AW955265 


1374 


Table 3A 
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Hs.14453 
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Hs.198427 
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Hs.237868 


AW963171 
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Hs.56205 


AW964218 
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Hs.30212 


AW965078 
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Hs.124764 


AW985490 
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Hs.1 32739 


AW965987 
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Hs.293418 


AW966098 
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Hs.25130 


AW967388 
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Hs.343615 


AW9B8561 
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Hs.82712 


AW969359 
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AW969546 
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Hs.293744 


AW973953 
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BE910568 


1395 


Table 3A 


Hs.250820 


AY007158 
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Hs.173274 


AY007165 
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Hs. 105484 


AY007243 
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Hs.5298 


AY029066 
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Hs.79070 


BC000141 
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Hs.334602 


BC000167 
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Hs.75458 


BC000374 


1402 


Table 3A 


Hs.278544 


BC000408 



Table 8 

8144948 RST8356 cDNA 

81 46822 ectonudeoside triphosphate 

diphosphohydrolase 1 (ENTPD1), 

mRNA /cds=(67,1 599) 
81 48222 heat shock 90kD protein 1 , alpha 

(HSPCA), mRNA/cds=(60,2258) 
81 50168 interferon consensus sequence binding 

protein 1 (ICSBP1), mRNA 

/cds=<47,1327) 
81 50277 hexokinase 2 (HK2), mRNA 

/cds=(1490,4243) 
8153007 Interieukin 7 receptor (IL7R), mRNA 

fcds=(22,1401) 
8154054 insulin Induced gene 1 (INSIG1), 

mRNA/cds=(414,1247) 
61 54914 thyroid receptor Interacting protein 1 5 

(TRIP15), mRNA /cds=(1 5,1 346) 
8155326 602386504FlcDNA,5 , end 

/ctone=IMAGE:4515481 /clone_end=5 ( 

8155823 EST378060cDNA7 
8155934 EST385296 cONA 

8157225 cDNAFU14923fis, clone 

PLACE1 008244, weakly similar to 
VEGETAT1BLE INCOMPATIBILITY 
PROTEIN HET-E-1 /cds=UN KNOWN 

8158402 602621493F1 cDNA, 5' end 

/done=IMAGE:4755166/done_end=5' 

81 59203 fragile X mental retardation, autosomal 

homolog 1 (FXR1), mRNA 

/cds=(12,1877) 
8159390 traruslocationT(4:11)ofALL-1geneto 

chromosome 4 /cds=UNKNOWN 
8165036 602279577F1cDNA,5'end 

/done=!MAGE:4367322 /done_end=5' 

8253690 602554063F1 cDNA. 5* end 

/done=lMAGE:4663887 /done_end=5' 

9652559 Homo sapiens, Similar to cycfin- 

dependent kinase inhibitor 1 B (p27, 

Kip1), clone MGC:5304 

IMAGE3458141, mRNA, complete cds 

/cds=(377,973) 
9955998 clone TCCCIA00427 mRNA sequence 

/cds=UNKNOWN 
9956004 putative HLA class II associated protein 

I (PHAP1), mRNA /cds=(148,897) 

9956024 done COABP0028 mRNA sequence 

/cds=UN KNOWN 
10407295 601 501 121 F1 cDNA, 5* end 

/clone=lMAGE:3903053 /clone_end=5' 

9956071 hypothetical protein FU14827 

(FU14827), mRNA/cds=(468,1277) 

9956080 integrin cytoplasmic domain-associated 
protein 1 (ICAP-1A), transcript variant 1 , 
mRNA/cds={168,770) 

1 2621 025 regenerating gene type IV (REG-IV), 

mRNA /cds=(1 81,657) 
14017398 CG1-45 protein (LOC51 094), mRNA 

fcds=<1 82,1294) 
1 2652778 v-myc avian myelocytomatosis viral 

oncogene homolog (MYC), mRNA 

/cds=(558,1877) 
13096801 CDNA FLJ14539 fis, done 

NT2RM2001345, weakly similar to 

VEGETAT1BLE INCOMPATIBILITY 

PROTEIN HET-E-1 /cds=(7 l 1434) 
1 2653212 ribosomal protein L18 (RPL1 8), mRNA 

/cds=(15,58l) 
1 2653278 acetyl-Coenzyme A acetyl transferase 2 

(acetoacetyl Coenzyme A thiotese) 

(ACAT2). mRNA /cds=(37,1 230) 



1 AG GGAGTCGTTTTACCAATTCACTGG 
CCCGTGTTTTACAAACGTCTGACT 

1 TGGAGAG CTTGGGACAAGGTCAGAA 
TGAAAACATACCAGTCAATCCTGCT 

1 ACCTGTGCTCTTTGGATACCTAATGC 
GACATTTAAGTTGTATTTGACAGT 

1 AGGCTGGGCACAAAGGAGAAAGGAG 
GACATGGAAAATCC GACAATTC GAA 

1 ATCTCAAATCCTTGAGCACTCAGTCT 

AGTGAAGATGTTGTCATTATGTACA 
1 GGGTCATAG GTTCATG GGTTTGTTGA 

GAATTGTGGCTCCTGGTTTCTGGT 
1 GCCTTCTTTCTGCTGACTGGGGGCTT 

TCATTTAAAAGGAGTC 1 1 1 1 IAAT 
1 TGTAAACAGTGGCAGGAGCGTGGAC 

TTAAAACAAGG CTTGCTTATTTG GT 
1 GCCCTTTGGGTTAAGCCTTTACATTC 

ATGAAGACCCCTCCAGGGTAGAAT 

1 AAAAGGAAAACGAAAAAGGAAAAGGT 
GGCCAATGTGGAAAAAGTTTCAAT 

1 ACTCTCAGGAGCCATGAAAGCTGCAC 
AGTTACTTTATATACCACGAGGCA 

1 TTATGTCACCAGAATGTTTGCCAACA 
CCCCGAAAAGGAACCAGAGGACTT 



1 AG GTTATTTGAG CACAGTG AAAG CAG 
AGTACTATGGTTGTCCAACACAGG 

1 GGCCTGCCATCCGAGGGACTGTGTT 
GTAGATTGTGATCAAGGTTGATTGG 

1 ACAGGTAGTTGAATAATTGTTTCAAG 
AGCTCAACAGATGACAAGCTTCTT 

1 AATACAC7TTGTG CCAAGGGAAGAAC 
ACTGCATG CCCTGGGTCTTCAGTC 

1 GGGAACTGGAG GTGAGAAGCATTAT 
AATAGCCTCTCTGCCTTTATCTACA 

1 ACAAGCCAAAGTGGCATGTTTTGTGC 
ATTTGTAAATGCTGTGTTGGGTAG 



1 AACAGACTGTCGTAGAAAACTGTCTT 
TG CTTC CAAATCAG CAGAGGAC C A 

1 GCCCCTCAGAAGAG C CAAACTTTGAG 
TTTTATGTCTGTTTGTCATTGATA 

1 . CCTTGTGTCCAACGGGAATAGGAAGA 
ATTAGTTACTGACTTCACCTGAGA 

1 CCCACAATTGGACTGATAGGGGGAG 
AAAATCCAAAGAGACGGAGCAACTG 

1 AACGGCAACTGGGAGATTTGTGAGT 
GAACACTGTTTCATCTTAATATGCT 

1 ACATCTGAGAAACCCTGAATCCTGCA 
ATCAAGTAGAAGTCAACTTCATCT 



1 GCCATAGGAAGGTTTACCAGTAGAAT 
CCTTGCTAGGTTGATGTGG GCCAT 

1 TCATCTCAACTTAGTATTATACCCACA 
CCCACCCAAGAACAGGGTTTGTT 

1 GACTGAAAGATTTAGCCATAATGTAA 
ACTGCCTCAAATTGGACTTTGGGC 

1 GGCACTGTCTGTGTCCTTCCTTGAAC 
TGTCTACCCTGTTGCTTTTCACAA 



1 GGCCAGCCGAGGCTACAAAAACTAA 
CCCTGGATCCTACTCTCTTATTAAA 

1 ACTAGGTTGCAATATGTGAAATCAGA 
GGACCAAAGTACAGATGGAAACCA 
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1408 literature 
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1420 Table 3A 

1421 Table 3A 

1422 Table 3A 

1423 Table 3A 

1424 Table 3A 

1425 Table 3A 

1426 Table 3A 

1427 Table 3A 

1428 Table 3A 

1429 Table 3A 

1430 Table 3A 

1431 Table 3A 



Hs.1 83704 BC000449 
Hs.151242 BC000514 



Hs.272822 BC000530 

Ks.83583 BC000590 

Hs.153026 BC000616 

Hs.321677 BC000627 



1410 Table 3A Hs.5662 BC000672 

1411 Table 3A Hs.4147 BC0O0S87 



Hs.73965 BC001303 

Hs.62954 BC001399 

Hs.288036 BC001412 

Hs.3459 BC001413 

Hs.51299 BCQ01832 

Hs. 1551 01 BC001637 

Hs.318069 BC001646 

Hs.8297 BC001660 

Hs.17279 BC001697 

Hs.284291 BC001798 

Hs.8297 BC001819 

Hs.77502 BC001854 



Table 8 

1 2653358 ubiquitin mRNA, complete cds 
/cds=(135,2192) 

1 2653484 serine (or cysteine) proteinase inhibitor, 
dade G (C1 Inhibitor), member 1 
(SERPING1), mRNA/cds=(60,l562) 



Hs.180450 BC000523 12653502 



12653516 
12653624 

12653666 
12653684 

12653772 
12653796 



1412 Table 3A Hs.44468 BC000758 12653928 



1413 Table 3A Hs.101514 BC000764 12653940 

1414 Table 3A Ks.85844 BC000771 12653954 

1415 Table 3A Hs.195870 BC000967 

1416 Table 3A Hs.299214 BC001077 

1417 Table 3A Hs.82193 BC001169 12654662 

1418 Table 3A Hs.240770 BC001255 12654824 



1419 Table 3A Hs.73957 BC001267 12654846 



ribosomat protein S24 (RPS24), 
transcript variant 1, mRNA 
/cds=(37,429) 

RuvB (E coli homo!og)-like 1 
(RUVBL1), mRNA/cds=(76,1446) 
a din related protein 2/3 complex, 
subunit 2 (34 kD) (ARPC2), mRNA 
/cds=(84,986) 

mRNA for KIAA0640 protein, partial 

cds/cds=(0,1812) 

signal transducer and activator of 

transcription 3 (acute-phase response 

factor) (STAT3), mRNA 

/cds=(220,2532) 

guanine nucleotide binding protein (G 
protein), beta polypeptide 2-fike 1 
(GNB2L1), mRNA /cds=(95, 1048) 
Homo sapiens, translocating chain- 
associating membrane protein, clone 
MGC:784 iMAGE:3347823, mRNA, 
complete cds /cds=(91 ,1 21 5) 
Homo sapiens, clone MGC:2698 
IMAGE2820737, mRNA, complete cds 
/cds={1 68,266) 

hypothetical protein HJ10342 
(FU10342), mRNA /cds=(533,1 144) 

neurotrophic tyrosine kinase, receptor, 
type 1 (NTRK1), mRNA/cds=(0,2390) 



1 31 1 1 833 chronic myelogenous leukemia tumor 
antigen 66 mRNA, complete cds, 
alternatively spliced /cds={232,1983) 
1 2654494 Homo sapiens, clone IMAGE:2822295, 
mRNA, partial cds /cds=(0,661) 



cDNA FU11763 fis, clone 
HEMBA1 005679 /cds=UN KNOWN 
Homo sapiens, nuclear cap binding 
protein subunit 2, 20kD, done 
MGC:4991 IMAGE:3458927, mRNA, 
complete cds /cds=(26,496) 
Homo sapiens, RAB5A, member RAS 
oncogene family, clone MGC:5048 
IMAGE:3463669, mRNA, complete cds 
/cds=(165,812) 

splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA /cds=(1 55,820) 

ferritin, heavy polypeptide 1 (FTH1), 

mRNA /cds=(91 ,663) 

tRNA isopentenylpyrophosphate 

transferase (IPT), mRNA 

/cds=(60,1040) 

CDNA: FU22003 fis, done HEP06764 
/cds=UNKNOWN 

NADH dehydrogenase (ubiquinone) 
flavoprotein 2 (24kD) (NDUFV2), mRNA 
/cds=(18,767) 

mRNA for KIAA1578 protein, partial 
cds /cds=(0,3608) 

CDNA FU20350 fis, done HEP13972, 
highly similar to Z184 ZINC FINGER 
PROTEIN 184/cds=UNKNOWN 



12654914 
12655094 
12655120 

13937593 
12804450 

12804460 
12804476 



12804498 cDNA FU10907 fis, done 

OVARC1000060 /Cds=(31 9,696) 

12804560 tyrosylprotein sulfotransferase 1 
(TPST1), mRNA/cds=(61,1193) 

12804732 sorting nexin 6 (SNX6). mRNA 
/cds=(497,1369) 

1 2804758 cDNA FU1 0907 fis, done 

OVARC1 000060 /cds=(31 9,698) 

1 280481 8 Homo sapiens, methionine 

adenosyltransferase II, alpha, done 
MGC:4537 IMAGE:3010820, mRNA, 
complete cds /cds={1 1 6, 1 303) 



PCT/US01/47856 



CCCTGTCTGACTACAACATCCAGAAA 
GAGTCCACTCTGCACTTGGTCCTG 
GGCATCGCCCATGCTCCTCACCTGTA 
TTTTGTAATCAGAAATAAATTGCT 



AAAGCAACGAAAGGAACGCAAGAAC 
AGAATGAAGAAAGTCAGGGGGACTG 

TCCCACTTTGTCTGTACATACTG GCC 
TCTGTGATTACATAGATCAGCCAT 
GAAGCGGCTG GCAACTGAAGG CTGG 
AACACTTGCTACTGGATAATCGTAG 

CAGTCACGTCAGTTATGTAGATACTG 
CATGGCAGGAGAGCTTTACGCTAA 
GCCACCCCTCACACAGCCAAACCCC 
AGATCATCTGAAACTACTAACTTTG 



GCAGGTGACCATTGGCACACGCTAG 
AAGTTTATGG C AG AGCTTTACAAAT 

TGCCATGCTGCTAGGAAATTGTCCTT 
TTTCTTTCTAGCTGTTAACCTACT 



1 AACTTATTCCAGTGTTGATCGCAAGC 
TGTTGATGCACAGGCGTCTTGTGG 

1 TGAAAAGGATTAAAGCTGGTATTCTA 
GAACATG CCCTTCACTGGTTGTGT 

1 GGTAAGGTTTCTAGGAGGTCTGTTAG 
GTGTACATCCTGCAGCTTATTGGC 

1 TGATTCTGTAAAGCTGTGGAATGAAG 
CTG CAGATTTAGAGAACATTGG CT 

1 CGATTTTACACGGCTGGGTAGAATTT 
GTAGAAAAGATCCACAGGGCAAGC 

1 GCTACTACTTCATTGCAACCTTTATTA 
CTGACCACATCAGACATCATGCT 

1 GGGCTGAAGTACCTAAGTGTGAATGT 
CTCTCCCGTTAAACTGAGTGTAGA 



AGGAAAACGGTTCACCAGTGTTTAGT 
TTTATATTGAGGTGCTCAG GTTGG 



CCGGGCCTTGCATATAAATAACGGAG 

CATACAGTGAGCACATCTAGCTGA 

ATAATGAAAGCTAAGCCTCGGGCTAA 

TTTCCCCATAGCCGTGGGGTGACT 

TG CATCGTAAAAC CTTCAG AAG GAAA 

GGAGAATGTTTTGTGGACCACTTT 

TG CTCTGTTCTG GTTTCTGTTTTCAAA 
TCAAATGCCTGTTTGG GAG GAGA 
CAAAATCCCAAAAC CAGGGCCAAGG 
AGTGGACG CTTCTCTTGTGAGCCAG 

ACAAATTTCTTGGCTGGATTTGAAGC 
TTAAA CTCCTGT G G ATTC AC ATCA 
TCCACGGTTGTGCCTTATTGTTCCAT 
TAAAATTGTATCTTCGATCCATCA 



GGTCTGAGAGTCTGTGAAGATGGCC 

CAGTCTTCTATCCCCCACCTAAAAA 

ACACACAGGAGGGAAAATCCTGGGA 

TTCTTTTTCTAGGGATGTAATACAT 

CTGTTTGAACTGT TGAGT TTCCGTTG 

CTGGCTGAGTGCGTTTTGTCCTTC 

GGTCTGAGAGTCTGTGAAGATGGCC 

CAGTCTTCTATCCCCCACCTAAAAA 

GGTACAGAGAAGCCAGCTTGTTTACA 

TGCTTATTCCATGACTGCTTGCCC 
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1432 Table 3A 



1435 Table 3A 

1436 Table 3A 

1437 Table 3A 

1438 Table 3A 

1439 TaWe3A 

1440 Table 3A 

1441 Table 3A 

1442 Table 3A 

1443 Table 3A 



1446 Table 3A 

1447 Table 3A 

1448 Table 3A 

1449 Table 3A 

1450 TabJe3A 

1451 Table 3A 

1452 Table 3A 

1453 Table 3A 

1454 Table 3A 

1455 Table 3A 



Hs.77502 BC001854 12804818 



1433 Table 3A Hs.13580 BC001909 12804912 



Table 8 

Homo sapiens, methionine 
adenosyhransferase II, alpha, clone 
MGC:4537 IMAGE:3010820, mRNA, 
complete cds /cds=(1 16,1 303) 
Homo sapiens, done IMAGE:3537447, 
mRNA, partial cds /cds=(0,790) 



1434 Table 3A Hs.157236 BC001913 



Hs.318885 BC001980 



1 2804920 Homo sapiens, done MGC:301 5 

tMAGE:3162543, mRNA, complete cds 
teds*^.! 234) 

12805046 superoxide dismutase 2, mitochondrial 
(SOD2), mRNA/cds=(4,672) 



Hs.288061 
Hs.284214 
Hs.334822 



BC002409 12803202 
BC002435 12603242 
12803270 12803270 



Hs.104879 BC002538 12803428 

Hs.104879 BC002538 12803428 

Hs.146409 BC002711 12803746 

Hs.322824 BC002746 12803812 

Hs.46446 BC002796 12803898 



1444 Table 3A Hs.322404 

1445 Table 3A Hs.288036 



BC002837 12803976 
BC002845 12803990 



Hs.318693 BC002867 12804028 

Hs. 181309 BC002900 12804094 

Hs.96757 12804148 12804148 

Hs.1600 BC002971 12804224 



actin, beta (ACTB), mRNA 
/cds=(73,1200) 
putative zinc finger protein 
(LOC55616), mRNA/cds=(299,3937) 
Homo sapiens, Similar to ribosomal 
protein L4, done MGC:2966 
MAGE3139805, mRNA, complete cds 
/cds=(1616,2617) 

Homo sapiens, serine (or cysteine) 
proteinase inhibitor, dade B 
(ovalbumin), member 9, done 
MGC:2131 IMAGE:3140427, mRNA, 
complete cds /cds={92 l 1222) 
Homo sapiens, serine (or cysteine) 
proteinase inhibitor, clade B 
(ovalbumin), member 9, done 
MGC2131 IMAGE:3140427, mRNA, 
complete cds /cds={92,1222) 
cell division cyde 42 (GTP-binding 
protein, 25kD) (CDC42), mRNA 
/cds=(69,644) 

Homo sapiens, Similar to dodecenoyl- 
Coenzyme A delta isomerase (3,2 trans- 
enoyl-Coenzyme A isomerase), done 
MGC:3S03 IMAGE:3630566, mRNA, 
complete cds /cds=(1 5,872) 
lymphoblastic leukemia derived 
sequence 1 (LYL1), mRNA 
/cds=(0,803) 

hypothetical protein MGC4175 
(MGC4175), mRNA /cds=(221 ,577) 
tRNA isopentenylpyrophosphate 
transferase (IPT), mRNA 
/cds=(60,1040) 

Homo sapiens, done IMAGE:3940519, 
mRNA, partial cds /cds=(0,902) 

proteasome (prosome, macropain) 
subunit, alpha type, 2 (PSMA2), mRNA 
/cds=(0,704) 

suppressor of Ty (S.cerevisiae) 3 
homolog (SUPT3H), mRNA 
/cds=(71,1024) 

Homo sapiens, done IMAGE:354371 1 , 
mRNA, partial cds /cds=(0, 1620) 



Hs.1600 BC002971 



Hs.75193 

Hs.334861 

Hs.326456 

Hs.77091 

Hs.24697 



BC003O90 

BC003137 

BC003352 

NM_006730 

BC003406 



1456 Table 3A Hs.42712 BC003525 

1457 Table 3A Hs.5322 BC003563 

1458 Table 3A Hs.334861 BC003577 



12804224 Homo sapiens, done IMAGE:354371 1, 
mRNA, partial cds/cds=(0,l620) 

13111846 COP9 homolog (COP9), mRNA 

/cds=(49,678) 
13111932 hypothetical protein FU23059 

(FLJ23059), mRNA/cds=(41,1681) 
1 30971 58 hypothetical protein FU20030 

(FLJ20030), mRNA /cds=(1,1239) 
5803006 deoxyribonudease Hike 1 

(DNASE1L1), mRNA/cds=(794,1702) 
13097305 cDNA FIJ20709 ffs, done KAIA1 124, 

highly similar to D86324 mRNA for 

CMP-N-acetyineuraminic add 

7cds=UNKNOWN 
1 3097617 Homo sapiens, Similar to Max, clone 

MGC:10775 IMAGE:3607261, mRNA, 

complete cds /cds=(1 1 5,570) 
1 309771 6 guanine nucleotide binding protein (G 

protein), gamma 5 (GNG5), mRNA 

/cds=(333,539) 
13097758 hypothetical protein FU23059 

(FU23059), mRNA /cds=(41,1681) 



PCTAJS01/47856 



GGTACAGAGAAGCCAGCTTGTTTACA 
TGCTTATTCCATGACTGCTTGCCC 



1 GGGAGAATGAATGTGCAACGTGGCT 
GAAATCTATTTTGTGTAATAAAAGG 

1 CCCCACCACCCCATTACCACAGCTGC 
CTTTGTGTGTTTGTGTCAATAAAA 

1 CCAGCAAGATAATGTCCTGTCTTCTA 
AGATGTGCATCAAGCCTGGTACAT 

1 CCAACTTGAGATGTATGAAGGCTTTT 
GGTCTCCCTGG GAGTGGGTGGAGG 

1 GCTACTAGAGAGCAAGGG GCTTTCTT 
ACCACCAGTGCTGAGGAGAAAAGT 

1 ACCAAGAAACCAGCCCCTGAAAAGAA 
GCCTGCAGAGAAGAAACCTACTAC 



TTTCCTCATCTATGAATTGTCATTCAC 
ACACCTACTTTTCTGCTTCGTTT 



TTTCCTCATCTATGAATTGTCATTCAC 
ACACCTACTTTTCTGCTTCGTTT 



AATAATGACAAATGCC CTGCACCTAC 
CCACATGCACTCGTGTGAGACAAG 

GTGCCCCTGTGGGTCCCAGGGAGGT 
CTTAAACAAG GTATTTTTCAACTTA 



CAGTGAAGACGTCAGGGGCAAGGTC 
TCGGGGGTCCGGAAGGGTGATCATC 

TG CAA G GGAGACATATC CTAGATCA C 
TTTGCTTTTTCTTTAAGGAGCTGA 
TGCATCGTAAAACCTTCAGAAGGAAA 
GGAGAATGTTTTGTGGACCACTTT 

TTG GGG GAGGTTAGGGACTTATCCT 
GTGCTTGTAAATAAATAAGGTCATG 

ACTTG GCTG CCATAG CATAAC AATGA 
AGTGACTGAAAAATCCAGAATTTC 

AAAATATTAAACACAAACTACCACCTA 
CCTCCCTCACCAAAGCCCATAAA 

AGCTGTTTGGTAACCATAGTTTCACT 
TGTTCAAAGCTGTGTAATCGTGGG 

AGCTGTTTGGTAACCATAGTTTCACT 
TGTTCAAAGCTGTGTAATCGTGGG 

TGTC GCCTTTTAGAAG GAGAAACTTA 

AGTGTGGAATGCATTATATGGGCA 

TCCTTGGCAGCTGTATTCTGGAGTCT 

GGATGTTGCTCTCTAAAGACCTTT 

TTTGGAGTGGAGGCATTG 1 1 1 1 IAAG 

AAAAACATGTCATGTAG GTTGTCT 

TGGCTGGGACGCTAGAAGGGTCATG 

TGTTAACTATAATCACATTTATGGT 

ATTCTGGTTAACCGCTCACATGCATA 

ACAATAATG CTAGAAATTC AG G AA 



TGCTGATTTCTAGTGTATACTCTGTA 
GTCTCAGTTCGTGTTTGATTCCAT 

AAATGAATCTTTCAAAGGTTTCCCAAA 
CCACTCCTTATGATCCAGTGATA 

TCCTTGGCAGCTGTATTCTGGAGTCT 
GGATGTTGCTCTCTAAAGACCTTT 
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Hs.1 51242 
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Hs.74335 


BC004928 
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BC004994 
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BC005101 
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Hs.99858 


BC005128 
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Hs.177507 


BC005187 
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Hs.251531 


BC005361 
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Hs.100000 


BC005928 
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Hs.334573 


BC006008 
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Hs.1 01 150 


BC006176 
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Hs.1 08824 


BC006282 
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Hs.239884 


BC006464 
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Hs.19574 


BC006849 


1482 


Table 3A 


Hs.252716 


BC007004 
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Hs.1 80909 


BC007063 
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Hs.238730 


BC007203 
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Hs.334637 


BC007277 
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Hs.298262 


BE250027 
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Hs.297095 


BE253125 


1488 


Table 3A 


NA 
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Hs.75313 
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Hs.314898 


BE255377 
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Table 3A 


Hs.296183 


BE259480 



Table 8 

1 3097767 hypothetical protein MGC2668 

(MGC2668), mRNA/cds=(20 t 325) 
1 3277575 Homo sapiens, clone MGC:5564, 

mRNA, complete cds /cds=(227,304) 
1 3278842 guanine nucleotide binding protein (G 

protein), beta polypeptide 1 (GNB1), 

mRNA /cds=<280,1 302) 
1 3279004 RRO2760 mRNA, complete cds 

/cds=UNKNOWN 
1 3279043 mRNA for KIAA1 844 protein, partial 

cds/ods=(0,1105) 

1 3279217 hypothetical protein MGC1 0924 similar 
to Nedd4 WW-binding protein 5 
(MGC10924), mRNA/cds=(104,769) 

1 3325286 enolase 1, (alpha) (EN01), mRNA 

/cds=(94,1398) 
1 3325447 mRNA for KIAA1 578 protein, partial 

cds/cds=(0,3608) 
13937690 602326676FlcDNA,5*end 

/clone=IMAGE:4427970 /ctone_end=5' 

13436100 hypothetical protein MGC 11034 

(MGC11034), mRNA/cds=(245,640) 

1 3436172 serine (or cysteine) proteinase inhibitor, 
clade G (C1 inhibitor), member 1 
(SERPING1), mRNA/cds=(60,1562) 

13436256 heat shock 90kD protein 1, beta 

(HSPCB) t mRNA/cds=(°,2174) . 
1 3436445 death-associated protein 6 (DAXX), 

mRNA/cds=(147,2369) 
1 3937700 mRNA for KIAA1 298 protein, partial 

cds/cds=(55,2271) 
1 3477308 ribosomal protein L7a (RPL7A), mRNA 

/cds=(31,831) 
1 3528770 hypothetical protein (HSPC1 55), 

mRNA/cds=(240,743) 
1 35291 90 proteasome (prosome, macropaln) 

subunit, alpha type, 4 (PSMA4), mRNA 

/cds=(59,844) 
13543538 S100 calcium-binding protein A8 

(calgranulin A) (S100A8), mRNA 

/cds=(55,339) 
13937718 clone IMAGE:4285740, mRNA 

/cds=UNKNOWN 
13544094 clone IMAGE:40541 56, 

13623362 hypothetical protein MGC 10540 

(MGC10540), mRNA/cds=(49,579) 
1 3623674 H2B histone family, member L 

(H2BFL), mRNA/cds=(0,380) . 
13905123 hypothetical protein MGC5469 

(MGC5469), mRNA /cds=(69,1 1 24) 
13937807 oxysterol-bindlng protein-related 

protein 1 (FLJ10217), mRNA 

/Cds=(174,3026) 
13937906 peroxiredoxin 1 (PRDX1), mRNA 

/cds=(60,659) 
13938171 hypothetical protein MGC10823 

(MGC10823), mRNA /cds=(63,1 235) 
13938298 hypothetical protein MGC15619 

(MGC15619), mRNA/cds=(744,1454) 
9120132 ribosomal protein S19 (RPS19), mRNA 

/cds=(69,506) 

9123276 601116648F1cDNA,5 , end 

/clone=IMAGE:3357178 /done_end=5' 

9123402 cDNAclonelMAGE'3357826 5' 

91 24489 aWo-keto reductase family 1 , member 
B1 (aldose reductase) (AKR1B1). 
mRNA/cdS=(45,995) 

9125816 601115405FlcDNA,5 , end 

/clone=IMAGE:3355872 /clone_end=5' 

9129916 601106571F1 cDNA, 5* end 

/clone=lMAGE:3342929 /done_end=5* 



PCT/US01/47856 



1 TGCGTGTGCCTCAGTTTCCTCCTCCA 
CAACTGAATATTTATAGTGGCTGA 

1 G GGATGTG GAG G ATTTTTGTTAAGTG 
TCAATCGAAGTTAAAAAGCAAGGG 

1 AGCTCTCTGCACCCTTACCCCTTTCC 
AC CTTTTGTATTTAATTTTAAAGT 

1 CCCTCCAGCCAATAGGCAGCTTTCTT 
AACTATCCTAACAAGCCTTG GACC 

1 CGTGGTTGTGGGAGGGGAAAGAGGA 
AACAGAGCTAGTCAGATGTGAATTG 

1 ACAATGTGTTAGCAGAAACCAGTGGG 
TTATAATGTAGAATGATGTGCTTT 



1 GCTAGATCCCCGGTGGTTTTGTGCTC 
AAAATAAAAAGCCTCAGTGACCCA 

1 ACAAA M IC H GG CTGGATTTGAAGC 
TTAAACTCCTGTGGATTCACATCA 

1 G CTGTG GTTG GTTG CATTACATGACA 
CAGAAAACTGTCCTCTACCTCACG 

1 GCCCTGGTAGGCTCCTTTAGAAGGA 
CCATTTCTGTTC CTAGAGCTTAACT 

1 GGCATCGCCCATGCTCCTCACCTGTA 
TTTTGTAATCAGAAATAAATTG CT 



1 TTTCCCTCTCCTGTCCTTGTGTTGAA 

GGCAGTAAACTAAGGGTGTCAAGC 
1 AGACTGGAAATGGGGATGAG GGTGT 

AAATTGTATTGAAAAAGATCG CGAA 
1 CCATGAGTTGTTTG GTTTTCCAGAAG 

CTGCCAGTGGGTTCCCGTGAATTG 
1 GATACGATGAGATCCGCCGTCACTG 

GGGTGGCAATGTCCTGGGTCCTAAG 
1 AGTCTTTCTGGTTTCTGGAGATAACC 

CATCAATAAAGCTGCTTCCTCTGG 
1 CGATGATGGTTACCCTTCATGGACGT 

CTTAATCTTC CACACACATCC CCT 

1 GGCCCCTGGACATGTACCTGCAGAA 
TAATAAAGTCATCAATACCTAAAAA 

1 GCAAACCTGCAGATTCCCAAGATGTT 

CACGAGCTTGTGCTTTCTAAAGAA 
1 TCCCC ATTG T GCCG CCTT TATCAA TT 

GCCTGTTTTG till GTTTG i I I I I 
1 CTTTAGCTGCTGTTGCCTCCCTTCTC 

AGG CTGGTGCTGGATCCTTCCTAG 
1 CTGCTTATGGCACAATTTGCCTCAAA 

ATCCATTCCAAGTTGTATATTTGT 
1 CTGCTTCTGGGTGCATGGTAGACTTT 

GTGGCATTTGATACAACTTGGACA 
1 CTTATAGTATTTATCCACCCAAACCC 

CAGACTGAGATACTGCTCCCAGGG 

1 GAGAG ACCAGCCTTTCTTCCTTTG GT 

AGGAATGGCCTGAGTTGGCGTTGT 
1 CAGAGGTGGGAGTAACTGCTGGTAG 

TGCCTTCTTTGGTTGTGTTGCTCAG 
1 CTGTGTGCCCCAGCTGCATCAGCCA 

GCTTCTAGGTGGCTCCATTGTTTTC 
1 AGAGCAGAATAGCAATATAAGAGCAC 

AGACGAACATAGACACGACAGCGA 

1 CTATTAGGACCCAGTGATTATGCTAC 
CTTGGCACGGTTAGGGTACTGCGG 

1 AAAGAAGCATGCACACTTATCACAAA 
CAACTCTCTCAGGTGGCCAGTCTG 

1 TGCTGCCTATATGAAGTCTTTGAGAA 
AGCCCCTCTTGGAGTCTGTGCCTT 

1 GATATACGAGGACAAAACCCATCTAC 
CAGGCAGCTAACAAACCGCCGCCA 

1 GCCACTTTATTAGTAATGGTCGATAG 
TCCGAATCGATGGCTAGGGTGACT 
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Table 8 

9131017 601150579F1 cDNA, ff end 

/clone=IMAGE:3503419 /donejind^S 1 

91 381 21 601 1 92330F1 cDNA, 5' end 

/clone=lMAGE:3536383 /done_end=5* 

91 5431 9 601 1 57666F1 cDNA, 5' end 

/done=IMAGE:350432B /done_end=5' 

9175433 RST8356 cDNA 

9176462 601143756F1 cDNA, 5' end 

fclone=lMAGE:3051493 /done_end=5' 

91 80903 Homo sapiens, clone MGC:1 7431 

IMAGE:2984883, mRNA, complete cds 
/Cds=(1336,1494) 

9181768 601118566F1 cDNA. 5' end 

/done=IMAGE:3028193 /done_end=5' 

9148186 ribosomal protein L38a (RPL36A), 

mRNA/cds=(30,350) 
93251 98 sperm associated antigen 9 (SPAG9), 

mRNA/cds=(1 10,2410) 
9343575 601301818F1 cDNA, 5' end 

/cione=IMAGE:3636412 /done_end=5' 

9346555 601302278F1 cDNA, 5' end 

/done=IMAGE:3637002 /done.end^ 

9759916 Homo sapiens, Similar to hypothetical 
protein FU22376, clone MGC:16044 
IMAGE:3610443, mRNA, complete cds 
/Cds=(478,1776) 

9766464 602268829F1 cDNA, 5' end 

/clone=lMAGE:4356966 /donej3nd=5 l 

9766978 putative dimethyladenosine transferase 
(HSA9761), mRNA/cds=(78,1019) 

9767741 60229301 5F1 cDNA, ff end 

/done=WAGE:4387778 /clone_end=5' 

9768883 601059809F1 CDNA, 5' end 

/done=IMAGE:3446283 /done_end=5' 

9776229 mRNA for KIAA1 578 protein, partial 

cds/cds=(0,3608) 
9777782 activated RNA polymerase II 

transcription cofactor 4 (PC4), mRNA 

/cds=(0,383) ■ 
9812861 cONAdonelMAGErSesneOS' 

9894444 601452239F1 5" end 

/done=lMAGE:3856304 

9888942 DNA sequence from done RP1 1- 
248N8 on chromosome 13 Contains 
ESTs, STSs and GSSs. Contains two 
olfactory receptor pseudogenes, an 
NPM1 (nudeophosmin, nucleolar 
phosphoprotein B23, numatrin) 
pseudogene and a BCR (breakpoint 
duster region) pseudogene 
/cds= (0,887) 

9892059 601493943FlcDNA,5'end 

/done=IMAGE:3896051 /done - end=5 t 

10144018 ribosomal protein L24 (RPL24), mRNA 
/cds=(39,512) 

10144368 ATP synthase, H+ transporting, 

mitochondrial F1 complex, O subunit 
(oligomydn sensitivity conferring 
protein) (ATP50), mRNA /cds=(36,677) 

1 01 51 226 small nudear ribonudeoprotein 
polypeptide G (SNRPG), mRNA 
/cds=(83,313) 

10151340 DKFZp434Kl715_r1 cDNA, 5* end 

7done=DKFZp434Kl715 /done_end=5' 



PCT/US01/47856 



1 TAATCTGGCGGGTTATACCCCCGTGT 
TCTCCGGATTATATTTCGGGACAC 

1 GCTGGATTTGTGGGTATGG GGGCGG 
Nil I GGGCGAAGGTTGGTTGTTAC 

1 CCACATCATCGGGGGCGAAATAGAA 
GCCCAGAGAGAG GCTAGGTGTAG GA 

1 AGGGAGACTCTCAGCCTTCAGCTTCC 
TAAATTCTGTGTCTGTGACTTTCG 

1 TTG TCAAGCTG CTGCTGTCTTC AAGA 
TCTACCTGGTCAGAATCTCCTGCT 

1 GGCCAGTCTCTATGTGTCTTAATCCC 
TTGTCCTTCATTAAAAG CAAAACT 

1 TCTCTCACATTCTGTCTTTC CCCTCCT 
CCTTCACCTTCCCTCCGTCCCTC 

1 ACACGAGACTATAGAGAATGCAGCAC 
ACAGATGAGAGCAGAGCAAATAGA 

1 G CATCCAGATG GTGGTTTACTCTGCA 
ACAGTCTAATGTTCTTCACTTCCA 

1 GGGGTTTTCACCCTACCTAAAGATGC 
TTTAATTG CTGTTTTCCAAATTGT 

1 ATGCCTAACAAGCAACATGATCCTAT 
AAATCCACCCCAAGCCAATCTGGT 



1 CCACCATCTGGTACG I 1 1 1 IACTTCC 
TCACCCGCGTGTACTCCGATTACC 



1 GAGTATATTCCCCCAGTTATTTGCTC 
TTCCCCACACAGG GTGGTAGTACC 

1 CAAAGGAAGGGGCGTGAAGGGGTGA 
GAAAAATATGGGACCCAAATTGTGG 

1 TTTCCTTACAGGCGGTAACACCG GTC 
CACACAGTTCTTG CCAAAACAAAG 

1 AATTTTCTCTCACCTCATCACTCGGG 
ACCTCCCCAGTGATAATAACCCGG 

1 GCGGGTGTAAGGGGATATCTTGATAA 
ACTGGAGCCCAGGAAGATTACAAA 

1 ACGCCGACAATCAAGAAAATGTGAGT 
TATAACGGACAAGGTTGTATTATG 

1 GATATTGGTAGTAAAGGGGTTACCTG 
TG AACTTCCAAAATTC CTTG GGG C 

1 TAAAGATGTCCGGGTACACTTCGCCA 
AGGGTTAGCGTCTTTGGGCATTTC 

1 TCCTAATTTCTTCTGTGAACCTTCTCA 
AATCCCCCAG CATGCGTGTAGTG 



CTGCATGATGTCATCAACCTGCTGTA 
GTG C G GAAACGACC AC AACACACA 

AAAGACGAACGAGACACGAAAGCAA 
CGAACGAACACAGAGCACGCCGCAC 

TTTCAA CACG CATCCCTTATGGGCGA 
ACTGTCCTCAAACAACAACAAGTG 



1 TAGGACGAGAAACGAAGAAGGACAG 
AGCGAGAACAAGTAAGCAGGGACAC 

1 GGTGG AGAATCAAAACG ACCC CGC A 
AATAAACATGGCGATTTGGCTTGGG 
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BE748123 
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Hs.283674 
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Table 3A 


Hs.43273 
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Hs.1 02558 


BE781611 
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Table 3A 


Hs.40334 


BE782824 
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BE783628 
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Hs.135056 


BE786820 
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Hs.11355 


BE788546 
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Table 3A 


Hs.75458 


BE790474 
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Hs.20225 


BE792125 
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Table 3A 


Hs.11607 


BE794595 


1534 


Table 3A 


Hs.58297 


BE867B41 
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Table 3A 


Hs.179703 


BE868389 
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NA 


BE871962 


1537 


Table 3A 


HS.31314 


BE872245 
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Hs.47334 ' 


BE872760 
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Hs.6820 


BE875609 
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Hs.158164 


BE876375 
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Hs.237868 


BE877115 
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Hs.24181 


BE877357 
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Hs.237868 
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NA 
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1549 


Table 3A 


Hs.142838 
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Table 8 

1 01 53279 602389077F1 cDNA, 5' end 

/done=IMAGE:4517875 /done_end=ff 

10159B37 hypothetical protein FU14503 

(FU14503), mRNA /cds=(1 9,2217) 

10161202 601473284T1 cDNA, 3' end 

/done=IMAGE:3876165 /done_end=3' 

10161216 cDNA FU14704 Ms, done 

NT2RP3000526 /cds=UN KNOWN 

10162115 601571679F1 cDNA. 5' end 

/done=IMAGE:3838675 /done - end=5 l 

10199747 hypothetical protein MGC2495 
(MGC2495), mRNA/cds=(0,416) 

10200482 601464557F1 cDNA. 5' end 

/ctone=fMAGE:3867566 /done_end=5' 

10202207 602642428F1cDNA,5 , end 

/done=IMAGE:4773534 /done_end=5* 

10202895 601467463F1 cDNA, 5* end 

/clone=IMAGE:3870902 /done_end=5' 

10204022 602557448F1 CDNA, 5' end 

/done=JMAGE:4686562 /done.eno^S* 

10204826 lumican (LUM), mRNA /cds=(84,1100) 

10208018 DNA sequence from done RP5-850E9 
on chromosome 20. Contains part of 
the gene for a novel C2H2 type zinc 
finger protein similar to DrosophDa 
Scratch (Sot), Slug and Xenopus Snail, 
a novel gene similar to Drosophila 
CG6762, STSs, GSSs and five CpG 
islands /ods=(0,397) 

10209744 thymopoietin (TMPO), mRNA 
/cds=(204.2288) 

10211672 ribosomal protein L18 (RPL18), mRNA 
/Cds=(15,581) 

1 021 3323 tuftelirwnteracting protein (TIP39), 
mRNA/cds=(263,2776) 

10215793 602429913F1 cDNA, 5* end 

/ctone=lMAGE:4547787 /clone_end=y 

10316617 CLLL8 protein (CLLD8), mRNA 

/cds=<B25 f 2984) 
10317165 tripartite motif protein 14 (TRIM14), 

mRNA /cds={ 10,1230) 
10320738 eoWBOOSFIcDNAS'end 

/ctone=IMAGE:3852001 
1 0321 021 retinoblastoma-binding protein 7 

(RBBP7), mRNA /cds=(287,1 564) 
1 0321 536 hypothetical protein FU14495 

(FU14495), mRNA /cds=(83, 1141) 
10324385 60241 841 8F1 cDNA, 5' end 

/done=IMAGE:4525397 /clone - end=5» 

1 0325061 transporter 1 , ATP-binding cassette, 

sub-family B (MDR/TAP) (TAP1), 

mRNA/cds=(30,2456) 
10325891 interteukin 7 receptor (IL7R), mRNA 

/cds=<22,1401) 
10326133 601485590F1 cDNA, 5' end 

/done=IMAGE:3887951 /clone_end=5' 

10327749 interteukin 7 receptor (IL7R), mRNA 

/cds=(22,1401) 
1 3959823 mitochondrion, complete genome 

1 0329889 cDNA done IMAGE:3894306 5* 

1 0330127 zinc finger protein 6 (CMPX1 ) (ZNF6), 

mRNA /cds=(1 265,3361) 
1 0331 1 1 1 ADP-ribosylaBon factor-like 7 (ARL7), 

mRNA /cds=(1 4,592) 
10333674 cDNA done IMAGE:3908551 5' 

10340315 nudeolar protein interacting with the 
FHA domain of pW-67 (NIFK), mRNA 



1 TGGCCTTTTAAATAACTGGGCTTCTC 
ACAACCATAGTGAACAGAAACAGC 

1 ATTGTGACATG GTGATGCCTCATTGC 
TGATATGGTCCTGTGGTTATGTGC 

1 GGAAGAGATAACACCACAACGAAAGA 
GCAGG CAAGAGAGACCAAAG CACA 

1 GGTAAAAGGCGTTACTCTCCGCCCTC 
TTCAAGGAACGGCCAAGAGTATAA 

1 ACCCAAGGGTCTCGCCAGTGGGGTT 
AAGTCACAATATTACTACACAAGGG 

1 ACAGTACACAATCACCTGCAAGGGAC 
ATAG CACACAAAC CG CTAAAGAG G 

1 TCTCACAG CGAGAGGAGGAGACGGG 
ATGACCGAGAGGTAGACGATTATAC 

1 CGCTGGTGTTGTCCCCAAGTGATTTA 
TTCTACTGGAGTGCCTGGTGTCTT 

1 TTCCGGCTTTTAACAAACACACACCA 
CACTAACACAACAACACAAACAAA 

1 AAGACTTGCCTCTTTAAAATTG CTTTG 
TTTTCTGCAGTACTATCTGTGGT 

1 G AACTCGTCCACTCTTCTCG GGCCAC 
TATTCTGGTTCAGGGAATCTTGGG 

1 AGCAATAAACCGAAGCAGCTAGACAG 
CGAAGAAGTACAGCAAAGAGACGA 



1 CGCCCATACTAGAGAAGTTTGCCCTC 

TATTGTCTCTCACACCACAATGAG 
1 CACAGACATCCACG GACACAAAAGG 

CGGGGACCACCACCACAATGAACAC 
1 GCGTCGATTGATATCAGACAGCATCG 

TCTCTGCGAGCACAAAGATCTGTT 
1 GGAACAGGGTTAATGGCCAGGCCCT 

TTGCCGCCCCTTTTAAAGGGAATCC 

1 ACAGAGTAACATGGGATATGGGTATG 

AGTG GGATGTGCTGAGAAGGAACT 
1 GGGGGCAAAGAAAGTACATTGGGTG 

AAAATTTAAAAAGGTATGGAGCATT 
1 CAAACGAACAGCGAAGACAACAACTC 

ACGATGCTGCACAACGCGACCAAC 
1 ACATTTTATAAGGCATTTGTGTTAGCC 

ACTCAGTCATCTTTGGGTGCTGC 
1 GTCACAGCAACGTGTCGCTCCCCAG 

ATCATTTATTAGCGTCGATTGTTGT 
1 ATTCCAAACGGGATCTGCTGAGACCT 

CACAGAGGTGGGCCGCGATTATAA 

1 CCTAGGGTGAAACACGTGACAGAAG 
AATAAAGACTATTGAATAGTCCTCT 

1 CCAG CCTTTGCCTCTTCCTTCAATGT 
GGTTTCCATGGGAATTTGCTTCAG 

1 CCCCTTGTTTACTCTGTCTGTATGTAT 
GTCAAAAGCGTGGCAAAACCTCT 

1 CATGATCTCAGAGGAAACTGTCGCTG 

ACCCTGGACATGGGTACGTTTGAC 
1 CCTCTACCTGCACGACAATACATAAT 

GACC CACCAATCACATGCCTATCA 
1 ATTTG GAAGCGCCACCCTAGCAAATA 

TACAAACCATTAAACCTTC C CTCT 
1 TTTACCAATGATTTTCAGGTGACCTG 

GGCTAAGTCATTTAAACTGGGTCT 
1 AGTTTACATATCGACAGCATATCCAC 

TGATTTCTAAATGGGCTGGTCCCA 
1 ATCTGGAGTGG GACCCTTCAAACCAT 

GTCTGTGCTT ATGCGGGAAACAAT 
1 G CGGAGAGAAGAAGAG GTAGATATG 

AGAACAGTGTGTGGTATATGATAGT 
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10350376 


1556 


Table 3A 


Hs.171802 


BE891269 


10350433 


1557 


Table 3A 


HS.4055 


BE891928 


10351744 


1558 


Table 3A 


Hs.3297- 


BE895166 


10358288 


1559 


Table 3A 


NA 
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BE973840 


10587176 



601 509688F1 cDNA, 5' end 1 
/done=lMAGE:3911301 /done.end^ 

cDNA: FU23435 fis, done HRC12631 1 
/cds=UNKNOWN 

601 514033F1 cDNA, 5' end 1 
/done=!MAGE:39t 51 7? /done.end^S 1 

AL528777cDNA 1 
/clone=CS0DD001YG24-<3-prime) 
hypothetical protein MGC15677 1 
(MGC15677), mRNA/cds=(298,807) 
Homo sapiens, done MGC:5564, 1 
mRNA, complete cds /cds=(227,304) 
RST31551 cDNA 1 

mRNA; cDNA DKFZp564C20S3 (from 1 
done DKFZp564C2063) 
/cds=UNKNOWN 

ribosomal protein S27a (RPS27A), 1 
mRNA /cds=(3B,508) 

cDNA done IMAGE3925062 5' 1 

COX2 gene of mitochondria 1 

cDNA done IMAGE:3952215 5' 1 

Homo sapiens, hypothetical protein 1 
FU21839, doneMGC:2851 
IMAGEI2967512, mRNA, complete cds 
/cds=(444,2618) 

602286727T1 cDNA, 3' end 1 
/done=IMAGE4375662 /done_end=3' 

RST30930 cDNA 1 
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520586 
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D11086 


303611 
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D11094 


219930 
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219911 
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D13316 


286022 
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286008 



/cds={49,1068) 
Homo sapiens, Similar to ATP 
synthase, H+ transporting, 
mitochondrial F1 complex, beta 
polypeptide, done MGC:1 9754 
IMAGE:3629237, mRNA, complete cds 
/cds=(12,1601) 

mRNA for Na,K-ATPase alpha-subunit, 
complete cds /cds={3 18,3389) 

mRNA for Na.K-ATPase alpha-subunit, 
complete cds /cds=(31 8,3389) 

fatty-add-Coenzyme A ligase, long- 
chain 2 (FACL2), mRNA /cds=(1 3,2109) 

platelet-activating factor receptor 
(PTAFR), mRNA/cds=(25.1053) 
protein kinase C, delta (PRKCD), 
mRNA/cds=(58,2088) 
cDNA FU14368 fis, done 
H EMBA1 001 122 /cds=UN KNOWN 
putative chemokine receptor; G TP- 
binding protein (HM74), mRNA 
/cds={60,1223) 

chemokine (C-C motif) receptor 1 
(CCR1), mRNA /cds=(62,1 129) 
Od15g01.s1 cDNA 
/done=IMAGE:1368048 
proteasome (prosome, macropain) 26S 
subunit ATPase, 2 (PSMC2), mRNA 
7cds=(66,1367) 
rymphotoxin alpha (TNF superfamily, 
member 1)(LTA). mRNA 
/cds=(140,757) 
AV713318cDNA,5'end 
/don e=DC AAAC09 /done_end=5' 
chaperonin containing TCP1 , subunit 8 
(theta) (CCT8), mRNA /cds=(28, 1674) 

splidng factor 3b, subunit 3, 130kD 
(SF3B3), mRNA /cds=(1 56,3809) 
KIAA0020 gene product (K1AA0020). 
mRNA/cds={418,1944) 



GAAATCCCACCGGCAAGTTAAGGTGA 
CGG AG CAAGTGAATAAACG CGGAG 

GTGATCAAACAAATTCACAGCACAGA 
CACCGCGCAACAACGCAACTTCTC 
GGTATTTGTGTTGTTGAGTATTGTGT 
CTGG GTGTGGGTATTTGATTCTTT 

GGGTTCGTCCAGGGCTGCGCTAAAT 

TATTCTC AATGATTTGTCTCTTTG C 

CAATGACGCAGTCGGACCCTCGGAT 

CCAAGTCCTGCTTTGGGTGTGGACC 

GGGTTATAATAGATGGACGGGTCTTT 

CACGGTGGTGACAGCACCCTTTCC 

TCCGCTGCAATTTGAGTTTAGCTTTA 

CAGATTGTGCCGGGTGTTTAACCT 

CTCCTTCCCAAAGACTTGAGTGGAAC 

TTCCCTTTCATGTGCGTATCGGTC 

AAATTAGTCGCCTTCGTCGAGAGTGC 

CCTTCTGATGAATGTGGTGCTGGG 

GACAGTACTCCTAAGACCCCTGTGTG 

TGTCCCGATGAGATCATGACTGGG 

CATGCCCATCGTCCTAGAATTAATTC 

CCCTAAAAATCTTTGAAATAGGGC 

GGCGTATCATCAACTGGTGAGCCCG 

AAGGGATATTATTTCTAAGG CCTCT 

CCAGAATCGTAAGGGGG CTGACGGA 

GGATGAGAGGGGGCACCCAGAGATC 



CGGTGTTTTCTGATCGG 1 1 1 1 1 GTTTT 
CTGCTTACATATGATGTACTTGT 

AC AGAATGCAGC GGTGCAACACCGG 
CAAGGTTCCACACGCCACAAAGAAA 

TGGAAGTGAAGTCTATGATGTGAAAC 
ACTTTGCCTCCTGTGTACTGTGTC 
CCAAAAAG CTTCATTTTTCTATATAGG 
CTGCACAAGAGCCTTGATTGAAG 



TCAC AAGACAGTCATCAGAACCA GTA 
AATATCCGTCTGCCAGTTCGATCA 

TCACAAGACAGTCATCAGAACCAGTA 
AATATCCGTCTGCCAGTTCGATCA 

GCTGTCATTTGTACATTTAAAGCAGC 
TGTTTTGGGGTCTGTGAGAGTACA 

TATCCTGAGTCCCTTAATCTTATGGG 
GCCG GAAGGAATGTC AGGGCCAGG 
CTCTGCCTTCGGAGGGAAATTGTAAA 
TCCTGTGTTTCATTACTTGAATGT 
AAACTC CTG CTTAAG GTGTTCTAATTT 
TCTGTGAGCACACTAAAAGCGAA 
GGGTGCACGTTCCTCCTGGTTCCTTC 
GCTTGTGTTTCTGTACTTACCAAA 

GGGGTTGGGAGGAAGTGTCTACTAG 

GAGGGTGGGTGAGATCTGTGTTGAT 

ATCTACCCTCCGATTGTTCCTGAACC 

GATGAGAAATAAAGTTTCTGTTGA 

AAGTCTTATGCCAAATTCAGTGCTAC 

TCCTCGTTACATGACATACAACTG 

CACACGGAGGCATCTGCACCCTCGA 
TGAAG CCCAATAAACCTCTTTTCTC 

ACAACGTCGTGACTGGGAAAACCCT 
GGCGTTACCC AACTTAATCG CCTTG 
CCAAGCCTCCAAGTGGGAAGAAAGA 
CTG G GATGATGACCAAAATGATTGA 

CAACTACTTGTGGCATGCATTGGCAC 
TCGGAATAAAG CGCACTATTGTCA 
GAAGGGGTAGGGTCCACCATACTGG 
TAATTGGGGTACTCT GTATATGTGT 
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Table 3A 


Hs.278573 


D14041 


1583 


Table 3A 


Hs.43910 


D14043 


15B4 


Table 3A 


Hs.111894 


014696 


1585 


Table 3A 


Hs.232068 


D15050 


1586 


Table 3A 


Hs.279607 


016217 


1587 


Table 3A 


Hs.146812 


D16481 


1588 


Table 3A 


Hs.50651 


D17042 


1589 


Table 3A 


Hs. 180828 


D17391 


1590 


Table 3A 


Hs.178658 


D21090 


1591 


Table 3A 


H«i 75337 
no. i sJsJij i 


D21262 


1592 


Table 3A 


Hs.79768 


021853 


1593 


Table 3A 


HS.334822 


D23660 


1594 


Table 3A 


Hs.75512 


D23662 


1595 


Table 3A 


Hs.35804 


D25215 


1596 


Table 3A 


Hs.173737 


D25274 


1597 


Table 3A 


Hs.172199 


D25538 


1598 


Table 3A 


Hs.82502 


D26018 


1599 


Table 3A 


Hs.169303 


D26121 


1600 


Table 3A 


Hs.90315 


D26488 


1601 


Table 3A 


Hs.17719 


028589 


1602 


Table 3A 


Hs.198248 


029805 


1603 


Table 3A 


Hs.79709 


030036 


1604 


Table 3A- 


Hs.1 15263 


D30783 


1605 


Table 3A 


Hs 75416 


D31767 


1606 


Table 3A- 


Hs.3094 


D31884 


1607 


Table 3A 


Hs.75249 


D31885 


1608 


Table 3A 


Hs.3100 


D32053 


1609 


Table 3A 


Hs.181244 


D32129 


1610 


Table 3A 


Hs.89887 


D38081 


1611 


Table 3A 


Hs.138593 


D38524 


1612 


Table 3A 


Hs.77257 


038549 


1613 


Table 3A 


Hs.81848 


D38551 



Table 8 

2326266 H-2K binding fector-2 (L0C51 580), 

mRNA/cds=(238,1500) 
21 9924 CD1 64 antigen, sialomucin (CD1 64), 

mRNA/cds=(79,648) 
285962 tysosomal-assotiated protein 

transmembrane 4 alpha (LAPTM4A), 

mRNA/cds=(148 t 849) 
457560 transcription factor 8 (represses 

Interieukin 2 expression) (TCF8), 

mRNA /cds=(3,3377) 
303598 calpastatin (CAST), mRNA 

/cds=(66,1358) 
473711 hydroxyacyl-Coenzyme A 

dehydrogenase/34cetoacyl-Coenzyme A 

thtolase/enoyt-Coenzyme A hydratase 

(trifunctional protein), beta subunit 

(HADHB), mRNA /cds=(46,1 470) 

598768 Janus kinase 1 (a protein tyrosine 

kinase) (JAK1), mRNA/cds=(75,3503) 

440365 collagen, type IV, alpha 4 (COL4A4), 

mRNA/cds=(208,5280) 
49B147 RAD23 (S. cerevisiae) homolog B 

(RAD23B), mRNA/cds=<313,1542) 
434764 mRNA for K1AA0035 gene, partial cds 

/cds=(0,2125) 
434770 KIAA0111 gene product (KIAA0111), 

mRNA/cds=(214,1449) 
432358 Homo sapiens, Similar to ribosomal 

protein L4, clone MGC:2966 

IMAGE.31 39805, mRNA, complete cds 

/cds=(1616,2617) 
432362 neural precursor cell expressed, 

developmental^ down-regulated 8 

(NEDD8), mRNA/cds=(99,344) 
517114 hect domain and RLD 3 (HERC3), 

mRNA /cds=(1 66,331 8) 
4641 85 ras-related C3 botulinum toxin 

substrate 1 (mo family, small GTP 

binding protein Rac1) (RAC1), transcript 

variant Radb, mRNA /cds=(0,635) 

436217 adenylate cyclase 7 (ADCY7), mRNA 

/Cds=(265,3507) 
436221 mRNA for KIAA0039 gene, partial cds 

/Cds=(0,1475) 
785998 mRNA for ZFM1 protein alternatively 

spliced product, complete cds 

/cds=(382,624) 
452522 mRNA for KIAA0007 gene, partial cds 

/cds=(0,2062) 
460714 EBP50-PDZ interactor of 64 kD 

(EPI64), mRNA /cds~{24,1 550) 
474986 UDP-Gal:betaGlcNAc beta 1,4- 

galactosyltransferase, polypeptide 1 

(B4GALT1), mRNA/cds=(72,1268) 
1 060902 phosphotidyfinositol transfer protein 

(PITPN), mRNA/cds=(216,1028) 
2381480 epiregulin (EREG), mRNA 

/cds=(1 66,675) 
505091 DAZ associated protein 2 (DAZAP2), 

mRNA/cds=(69,575) 
505095 KIAA0063 gene product (KIAA0063), 

mRNA/cds=(279,887) 
505097 mRNA for KIAA0069 gene, partial cds 

/cds=(0,680) 
2368751 lysyWRNA synthetase (KARS), mRNA 

/cds=(40,1833) 
699597 major histocompatibility complex, class 

I, A (HLA-A), mRNA/cds=(0,1097) 

533325 thromboxane A2 receptor (TBXA2R), 

mRNA /cds=(991 ,2022) 
633070 S'-nucleotidase (purine), cytosolic type 

B (NT5B), mRNA/cds=(83,1768) 
559702 Homo sapiens, Similar to selective 

hybridizing clone, clone MGC:13167 

IMAGE:31 63591, mRNA, complete cds 

/cds=(52,3813) 
1531549 RAD21 (S. pombe) homolog (RAD21), 

mRNA/cds=(184,2079) 



PCTAJS01/47856 



GCTCAGTTCCATATTTCATCCGTGAA 

AAACTTGCAATACGAGCAGTTTCA 

AATTGTCATTTACCTGGGTATGAATTC 

C CTGACAC AC ATTC ATGTCAACA 

GTGACTTGACTGTGGAAGATGATGGT 

TGCATGTTTCTAGTTTGTATATGT 

CAGTG CTGTAATACAGACGGCAATGC 
AATAG CCTATTTAAAGAACTACGT 

AGCTG GTGGATGGTGACTTTTGAAGA 
ACAAAAGGCTTTGGCAACAGAAAA 
TCTGTTGTCACTAAAGACTAAATGAG 
GGTTTGCAGTTGGGAAAGAGGTCA 



GCGGAGTTGACCAAAATAATATCTGA 
GGATGATTGCTTTTCCCTG CTGCC 

C ATCTTG AACTTG G C CTGAGAACATT 
TTCTG GGAAGAGGTAAGGGTGACA 
TCTGTG GAATCTCCTTCATTG G CATT 
GTTATTTAATCATAAACGGGGCAG 
TGTACTGTTCATGCTGACACAGATAT 
7TCAGTCTGCATGGTAAAAGTTCT 
TAATG G G GTTTATATG G ACTTTCTTCT 
CATAAATGGCCTGCCGTCTCCCT 
ACCAAGAAACCAGCCCCTGAAAAGAA 
G CCTGCAGAGAAGAAACCTACTAC 



AGTCCTGTGTGCTTC CCTCTCTTATG 
ACTGTGTCCCTGGTTGTCAATAAA 

ACCCACCACCTCTTGCACTCTCGCTT 
TTGGAG C AAGTTGCATTAACTATT 
TGACAGTTGCAGAATTGTGGAGTGTT 
TTTACATTGATCTTTTGCTAATGC 



ATGACAGACACACGTATCTAACAAAC 

AAACAAACAGTGACCTTCTCCATG 

GCAAGGGATAATACAAATCCTATGAT 

CTCTATGCCCAATATGCTGCCTCA 

AGTACTTTTCACAGC GTGGCCTTTCA 

CCATAATTTTATATTTCTCCCCCT 

TCTTAAGAG C C AGAG CC ATATAAG CA 
TCTTG G G AAAG C AAGTTTGAAC C A 
AAGCCGGTCATGAGATTATATGTGGT 
AAAGTTAATTGACTAACAACCCCA 
AGGG GGCTGTGTCTGATCTTGGTGTT 
CAAAACAGAACTGTATTTTTGCCT 

GTTCATAGCTTCCTGCAACTTGACAG 

AGCCTGAGTTTGCCTCTTAGTGGG 

CATATGG GAG AAGGG G GAGTAATGA 

CTTGTACAAACAGTATTTCTGGTGT 

ACATGTGATGTTTGACTGTACCATTG 

ACTGTTATGGAAGTTCAGCGTTGT 

TCTTG CTTTTATTCCTTTTTGTTGTTG 

GCCTTGTGCTGCGTTTGTTTACA 

AGTGTTGTTTTCTCCTCTTTAATATTG 

CTGTGAACAGTG GTGCCCATTGT 

AATTCTTGTGTGCTGCTTTCCATTTGA 

CACCGC AGTTCTGTTCAG CCATC 

GAGGTGTCTCCATCTCTGCCTCAACT 

TCATG GTGCACTGAGCTGTAACTT 

TGAACCTCCAACAGGGAAGGCTCTGT 
CCAGAAAGGATTGAATGTGAAACG 
TATTTTCTTCCATTCTTGTCATTGGTC 
AATAG GGGAGGGTAGATTAGCTG 
TCCCCTG CTTCCACTAAATCCAGTTG 
TGACAAAATCTAACGTGACATCAG 



1 ACCTGGTCAACTTAGCTTTTAAGCAG 
ACGATGCTGTAAAAACTAACGGCT 
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1614 


Table 3A 


Hs.81964 


D38555 


559716 


1615 


Table 3A 


Hs.78871 


D42039 


577290 


1616 


Table 3A 


Hs.75243 


D42040 


577292 


1617 


Table 3A 


Hs.79123 


042043 


577298 


1618 


literature 


Hs.1560 . 


D42045 


577302 


1619 


Table 3A 


Hs.151791 


D42054 


577310 


1620 


Table 3A 


Hs.1 29914 


D43S68 


966996 



1621 TaWe3A 

1622 Table 3A 

1623 Table 3A 

1624 Table 3A 

1625 Table 3A 

1626 Table 3A 

1627 Table 3A 

1628 Table 3A 

1629 Table 3A 



1638 Table 3A 

1639 Table 3A 

1640 Table 3A 



Hs.183706 D44640 

Hs.11 19 D49728 

Hs.83077 D49950 

Hs.1 55543 D50063 

Hs. 182255 D50420 



Hs.699 



D50525 



Hs.82028 D50683 
Hs.90998 D50918 
Hs.70359 D50926 



1630 Table 3A Hs.198899 D50929 

1631 Table 3A Hs.77152 D55716 

1832 Table 3A Hs.181418 D63486 

1633 Table 3A Hs.3195 D63789 

1634 Table 3A Hs.274472 D63874 

1635 Table 3A Hs.87726 D63876 

1636 Table 3A Hs.155595 D63878 

1637 Table 3A Hs.182741 D64015 



Hs.75232 D67029 
Hs.155968 D76444 

Hs.80905 D79990 



Table 8 

SEC24 (S. cerevisiae) related gene 
family, member C (SEC24C), mRNA 
/cds=(1 14,3491) 

mRNA for KIAA0081 gene, partial cds 
/cds={0,702) 

bromodomain-containing 2 (BRD2), 
mRNA/cds=(1701,41O6) 
mRNA for KIAA0084 gene, partial cds 
/cds=(0,1946) 

mRNA for KIAA0086 gene, complete 
cds /cds=(91 8,4040) 
KIAA0092 gene product (KIAA0092), 
mRNA/cds=(53.1477) 
AMU mRNA for AM Lib protein 
(alternatively spliced product), complete 
cds /cds=(1 578,2939) 
1572115 HUMSUPY040cONA/clone=035-00-1 

1 81 3881 nuclear receptor subfamily 4, group A 

member 1 (NR4A1), mRNA 

/cds=(110,1906) 
1 40531 8 interieukin 1 8 (interferoivgamma- 

inducing factor) (IL18), mRNA 

/cds=(177,758) 
971269 proteasome (prosome, macropain) 26S 

subunit, norvATPase, 7 (Mov34 

homolog) (PSMD7), mRNA 

/cds=(83,1057) 
261 8577 non-histone chromosome protein 2 (S. 

cerevisiaeHte 1 (NHP2L1), mRNA 

/Cds=(94,480) 
1 1 67502 peptidylprolyl isomerase B (cydophilin 

B) (PPIB), mRNA /cds=(21. 671) 

1 827474 mRNA for TGF-betallR alpha, 

complete cds /cds=(1 572,3275) 
1469178 mRNA for KIAA0128 gene, partial cds 

/cds=(0,1276) 
1 4691 94 genomic DNA, chromosome 2 1 q22.2, 

PCR fragment from BAC 

clone:KB739C11, CBR1-HLCS region 

/cds=(0,2854) 
1 469200 eukaryotic translation initiation factor 3, 

subunit 10 (theta, 150/170kD) 

(BF3S1 0), mRNA /cds=(1 1 3,4261) 
1255616 minichromosome maintenance 

deficient (5. cerevisiae) 7 (MCM7), 

mRNA/cds=(544,2175) 
1469885 KIAA01 52 gene product (KIAA0152), 

mRNA/cds=(128,10G6) 
1 754608 small inducible cytokine subfamily C, 

member 1 (lymphotactin) (SCYC1), 

mRNA/cds=(20,364) 
968887 high-mobility group (nonhistone 

chromosomal) protein 1 (HMG1), 

mRNA/cds=(52,699) 
961443 ADP-ribosyiation factor-binding protein 

GGA3 (GGA3), mRNA /cds=(8,2080) 

961 447 neural precursor cell expressed, 
developmental^ down-regulated 5 
(NEDD5), mRNA/cds=(25B,1343) 
2281 005 TIA1 cytotoxic granule-associated RNA- 
binding protein-like. 1 (T1AL1), transcript 
variants mRNA /cds=(1 57,954) 



1669536 
1945614 

1136395 



1641 


Table 3A 


Hs.76666 


D80005 


1136425 


1642 


Table 3A 


Hs.322903 


D80006 


1136427 


1643 


Table 3A 


Hs.79389 


D83018 


1827484 


1644 


Table 3A 


Hs.89385 


D83243 


1304113 



SEC14 (S. cerevisiaeHike 1 
(SEC14L1), mRNA /cds=(303,2450) 
zinc finger protein homologous to 
Zfp103 in mouse (ZFP103), mRNA- 
/cds=(922,2979) 
Ras association (RalGDS/AF-6) 
domain family 2 (RASSF2), mRNA 
/Cds=(196,1l76) 

mRNA for KIAA0183 gene, partial cds 
/cds^O.3190) 

mRNA for KIAA0184 gene, partial cds 
/cds=(0,2591) 

nel (chickenHike 2 (NELL2), mRNA 
/Cds=(96,2546) 

nuclear protein, ataxia-telangiectasia 
locus (NPAT), mRNA/cds=(34,4317) 



PCT/US01/47856 



ACCTGGGATG CCCCTGCTCTGGACC 
TCTCATTTCTCTTCATTG GTTTATT 

ATCTATCCTTGCCAGCCTTGGGCATC 

ACATTTACCAGTTTAATAGATTGT 

GCCCTGATCTGGAGTTACCTGAGGC 

CATAGCTGCCCTATTCACTTCTAAG 

CTTGACCAAACCCACAG CCTGTCTCT 

TCTCTTGTTTAGTTACTTACGGCA 

CCTTAGAAGAGGAAGCAAAGGCAGA 

TTCAGG GAC C AAAAG GATTAATGAT 

ATGTGTCAACCACCATTTCAGCTATT 

AAAAACTCCTGTTATCTCCTTGTT 

AGCCACCAGAGCCTTCCTCTCTTTGT 

ACCACAGTTTCTTCTGTAAATCCA 

ACATGAAATATAGTTGCATATATGGA 
CACCGACTTGGGAGGACAGGTCCT 
CTTTCCAGCCTCCTGCTGGGCTCTCT 
CTTC CTACCCTCCTTCCACATGTA 

AGATAG CCAGCCTAGAGGTATGG CT 
GTAACTATCTCTGTGAAGTGTGAGA 

TG GCATC CTCAG G GGTT GTGATCCA 
GCTCCATATATTGTTTACCTTCAAA 



CATGAGGAGAGTGCTAGTTCATGTGT 
TCTCCATTCTTGTGAGCATCCTAA 

CAGCAAATCCATCTGAACTGTGGAGG 
AGAAGCTCTCTTTACTGAGGGTGC 

TCAG CATAAACTG GAATGTAGTGTCA 

GAGGATACTGTGGCTTGTTTTGTT 

TGGTGAAACAAAACCAGTCATTAGAA 

ATGGTCTGTGCTTTTATTTTCCCA 

ACTATGCTTTATTGGTCCCATGTTTTG 

TGCAATTTTAAAGAGATGGCTTT 



AAAGATG AACTATTTG GTCTCATTGA 
AGCCAACACAGAACTTGCTGCTGT 

GGAGCCCCTCTTTCTCCCATGCTGCA 
CTTACTCCTTTTGCTAATAAAAGT 

CCTTCCATGTCCCACCCCACTCCCAC 
CAAAAAGTACAAAATCAGGATGTT 
TGATGGTAACCATAATGGAAGAGATT 
CTGGCTAGTGTCTATCAGAGGTGA 

GTCCTGGTGGTATCTTCAATAGCCAC 
TAACCCTGCCTGGTACAGTATGGG 

CCCAGCTCTGCTG CCCTTGTTTTGCT 
GCATGTTAAATAAAACCATTTTCA 

CCCACACTGCTACACTTCTGATCCCC 
TTTGGTTTTACTACCCAAATCTAA 

CTGTAATACCTCCTCCTAACCAAGCC 
G GATATGGTATGGCAAGTTACCAA 



CCCTTGTAAGGGAATTCTGGGGCAG 
CTATGGTTTG AGTATGCAGTTTG CA 
ACAATCTCTGTCCAGCACCTCTTGGT 
TAAATAATGTATGCTGTGAGACAT 

ACAGGGCCTCAGCAAGGGAGCCATA 
CATTTTTGTAACATTTTGATATGTT 

TTGACTGTCGATGGATTGTG GTGTGG 
TGTATCTGAAGGCTATTGAATGCA 
TTCTGTTCCAAACAAGTATTCTGTAGA 
TCCAAATGGATTACCAGTGTGCT 
ATCTTCAGAATCAGTTAG GTTCCTCA 
CTGCAAGAAATAAAATGTCAGGCA 
TGAACCTTACTGCAAAAACTTGTGAT 
GTAAGAAATTTGTATG GTGTG GCA 
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Table 3A 


Hs.12413 


D83776 


1228034 


mRNA for K1AA0191 gene, partial cds 












/ods=(0,4552) 


1646 


Table 3A 


Hs.22559 


D83781 


1228044 


mRNA for KIAA0197 gene, partial cds 












/cds=(0,3945) 


1647 


Table 3A 


Hs.343517 


D84224 


7804467 methionine-tRNA synthetase (MARS), 












mRNA /cds s =(23,2725) 


1648 


Table 3A 


Hs.21899 


D84454 


1526437 


protein trans I ocas e, JM26 protein, UDP- 












galactose translocator, pim-2 












protooncogene homofog plm-2h, and 












shal-type potassium channel genes, 












complete cds; JM12 protein and 












transcription factor IGHM enhancer 3 












genes, partial cds; and unknown gene 












/cds=(323,1504) 


1649 


Table 3A 


Hs.300391 


D85429 


1816451 


UI«H-BJ4-aoq-d-01-0-lll.s1 cDNA, 3' 












end /done=IMAGE:3085848 












/clone end = 3' 


1650 


Table 3A 


Ks.75842 


D86550 


1772437 


mRNA for serine/threonine protein 












kinase, complete cds /cds={1 473,3737) 


1651 


Table 3A 


Hs.36927 


D86956 


1503985 


heat shock 105kD (HSP105B), mRNA 














1652 


Table 3A 


Hs. 17211 


D86964 


1504001 


mRNA for K1AA0209 gene, partial cds 












/cds=f0 5530) 


1653 


Table 3A 


Hs. 154332 


086967 


1504007 


K1AA0212 gene product (KIAA0212), 












mRNA /cds=(58,2031) 


1654 


Table 3A 


Hs.1 10613 


D86974 


1504021 


PI-3-kinase-related kinase SMG-1 












(SMG1), mRNA /cds=(1 32,9227) 


1655 


Table 3A 


Hs. 199243 


D86984 


1504041 


mRNA for KIAA0231 gene, partial cds 












/cds=(0,1430) 


1656 


Table 3A 


Hs.79276 


D86985 


6634002 


mRNAfor K1AA0232 protein, partial 












Cds /cds=(0,3835) 


1657 


Table 3A 


Hs.10315 


D87432 


1665758 


solute carrier family 7 (cation ic amino 












acid transporter, y+ system), member 6 












(SLC7A6), mRNA /cds=(261 , 1 808) 


1658 


Table 3A 


Hs.75912 


D87446 


1665780 


mRNA (or KIAA0257 gene, partial cds 












/cds=(0,5418) 


1659 


Table 3A 


Hs.1 54978 


D87450 


1665788 


mRNA for KIAA0261 gene, partial cds 












/cds=(0,3865) 


1660 


Table 3A 


Hs.1 92966 


D87454 


1665796 


mRNA for KIAA0265 gene, partial cds 










1944419 


/cds=(0,1205) 


1661 


Table 3A 


Hs.40888 


D87468 


mRNA for KIAA0278 gene, partial cds 












/cds=(0,1383) 


1662 


Table 3A 


Hs.77495 


D87684 


1663703 


mRNA for K1AA0242 protein, partial 












cds/cds=(0,1590) 


1663 


Table 3A 


Hs.75789 


D87953 


1596166 


N-myc downstream regulated 












(NDRG1), mRNA/cds=(110,1294) 


1664 


Table 3A 


Hs.75367 


D89077 


1694681 


Src-like-adapter (SLA), mRNA 












/cds=(41,871) 


1665 


Table 3A 


Hs.170311 


D89678 


3218539 


heterogeneous nuclear 












ribonucleoprotein D-like (HNRPDL), 












transcript variant 1, mRNA 












/Cds=(580,1842) 


1666 


Table 3A 


Hs.1 21 102 


D89974 


5541649 


vanin 2 (VNN2), mRNA /cds=(1 1 ,1 573) 


1667 


Table 3A 


Hs.73817 


D90144 


219905 gene for ID78 alpha precursor, 












complete cds 


1668 


Table 3A 


Hs.218387 


H03298 


866231 


tc88c11j(1 cDNA, 3' end 












/done=lMAGE:2073236 /donej2nd=3* 


1669 


Table 3 A 


Hs.70258 


H06786 


870318 


yl83g05.rtcDNA,5 , end 












/clone=IMAGE:44737 /clone_end=5' 


1670 


Table 3A 


Hs.32149 


H14103 


878951 


ym62a02.r1 cDNA, 5' end 












/clone=lMAGE:163466 /done end=5' 


1671 


Table 3A 


Hs.94881 


H51796 


991637 


602387586F1 cDNA, 5' end 












/done=MAGE:45l6388 /donej^nd^ 


1672 


Table 3A 


Hs.178703 


H56344 


1004988 


AV716627 cDNA, 5 end 












/done=DCBBCH05 /done end=5' 


1673 


Table 3A 


Hs.270182 


H57221 


1010053 


ESTs 


1674 


Table 3A 


Hs.237146 


H86841 


1068420 


mRNA for zinc finger protein RIN2F 












(RINZF gene) /cds=(598,3141) 


1675 


Table 3A 


Hs.76807 


J00194 


188231 


major histocompatibility complex, dass 












U, DR alpha (HLA-DRA), mRNA 












/cds=(26,790) 


1676 


Table 3A 


Hs.251064 


J02621 


184229 


high-mobility group (nonhistone 












chromosomal) protein 14 (HMG14), 












mRNA /cds=(i 50,452) 



PCT/US01/47856 



GCTGTCTCAAGGGTATCCGTACCTCA 

ATGTCAGTTACATTCAGCAGAAAA 

TTGGTCAGATTTAGAAGCATTCATGC 

TCACAAGTTTTGGGAAAGTGAAAA 

CCCTAAAGGCAAGAAGAAAAAGTAAA 

AGACCTTGGCTCATAGAAAGTCAC 

GTGTGTGCATGGAAGATGCCTGGGC 

TGTCTTTGCTATATGTAAATAGAGC 



GCCTTGG CTTTATTTGCAGGCTACTA 
AAG CTGCTTTTACTTTGTAACTTT 

ACAGTTTGGTTACAGGACTTCTGTGC 
ATTGTAAACATAAACAG C ATGGAA 

TGTGAAAGTGTGGAATGGAAGAAATG 

TCGATCCTGTTGTAACTGATTGTG 

ACAACCAACCAGTTTCTTTTCTAGCC 

AATCATCTCTGAAGAGTTGCTGTT 

GAACTCCCTGATTCTATACCCTCTTC 

CTTCTTTCTGCAAGGCAGAGGAAT 

CACCCTCAGCTCCACCCTCAGCAGAT 

GATAATATCAAGACACCTGCCGAG 

TTGG C CCTCAGGTTTACTGTGTAAAT 

CTGCATTTTTGGTGGTAAATCCCT 

GCATTTCCATAGCACTGAAGTACCAG 

TTTCCATTCCTG G G CTGAGATTGT 

CTCCTTTTAACGTGTTATTGAGAAACC 

TCCCCAAAAGAATATGCAATTGT 

AACATTCAGTTGAGACCATATGCATT 

TTCTGTGCTGTTTGTACTTGAGGT 

TTAACCCTCAGAGAACTCTGCATTTT 

AGGGTACTTGAGGCTGACTTAACT 

AGCGACCTCTTCTCTAGTCCGGTGTT 

ACG AACAGAAGTTCTGAGTTGTG C 

TAAATGTCG GTCCAGGCCCTGTGCAC 

CTTACCCCAGAGACAGACTCTTTT 

ATAAGGCTGT AAAATGAGAATTCTGC 

CCCCTCACCTCTTACCCCAGTACT 

AAAAGTCGGGGATCGGGGCAAGAGA 

GGCTGAGTACGGATGGGAAACTATT 

GAGCACCCAGAGGGATTTTTCAGTG 
GGAAGCATTACACTTTGCTAAATCA 
TGATTAG GTGACGA GTTGACATTG AG 
ATTGTCCTTTTCCCCTGATCAAAA 



TGTATGTATGGGAGTGAGGAGTTTCA 

GGGCCATTGCAAACATAGCTGTGC 

ACAGAGTTATCCACTTTACAACGGAG 

AC AC AGTTCTG G AAC ATTG AAACT 

ATACGGGACAATAAAATCTGCCTTTT 

GCTCTGGAGGGAGATACTACCTCT 

GGGCAAACAACTTTAGGAATACTAGT 
TACTCACTT AACATGGAGGGCGGG 
AAAGGCCGCGCAGATTGTTTAATTCT 
GGAAAGTCAATCCCCGGATTTAGC 
GGGACTCCATGGGAATATTTG CCCAG 
TAATGGTAAGGAAATCTTTCGGGT 

CCAGAAAGGTGATGAATGAATAG GAC 

TGAGAGTCACAGTGAATGTGGCAT 

TC CCAAG GTTGTTAGTGACTGATAAG 

CTTCCAAACTACAGTACAGTTTTT 

GTTTTCTTGTAGTTGCGGGTCCCTCG 

CGAAAGTTCATTCATGGCCCCACT 

CATGGGGCTCTCTTGTGTACTTATTG 

TTTAAGGTTTCCTCAAACTGTGAT 

ACAAATTGAAATGTCTGTACTGATCC 
TCAACCAATAAAATCTCAGCCGAA 



378 



WO 02/057414 



PCT/US01/47856 



1677 


Table 3A 


Hs.62192 


J02931 


1678 


Table 3A 


Hs.1513 


J03171 


1679 


Table 3A 


Hs.317 


J03250 


1680 


Table 3A 


Hs.81118 


J03459 


1681 


Table 3A 


Hs.177766 


J03473 


1682 


Table 3A 


Hs.73792 


J03565 


1683 


Table 3A 


HsJ27 


J03634 


1684 


Table 3A 


Hs.86948 


J03798 


1685 


Table 3A 


Hs.75703 


J04130 


1686 


Table 3A 


Hs.1799 


J04142 


1687 


Table 3A 


Hs.298469 


J04144 


1688 


Table 3A 


Hs.176663 


J04162 


1689 


Table 3A 


Hs.62954 


J04755 


1690 


Table 3A 


Hs.288156 


J05016 


1691 


Table 3A 


Hs.80758 


J05032 


1692 


Table 3A 


Hs.850 


J05272 


1693 


Table 3A 


Hs.84298 


K01144 


1694 


Table 3A 


Hs.79070 


K02276 


1695 


Table 3A 


Hs.1290 


K02766 


1696 


Table 3A 


Hs.303157 


K028B5 


1697 


Table 3A 


Hs.21595 


L03426 


1698 


Table 3A 


Hs. 1991 60 


L04731 


1699 


Table 3A 


Hs.234569 


L05148 


1700 


Table 3A 


Hs.75528 


L05425 


1701 


Table 3A 


Hs.284192 


L06132 


1702 


Table 3A 


Hs.1845 


L06175 


1703 


Table 3A 


Hs.75348 


L07633 


1704 


Table 3A 


Hs.324278 


L08048 


1705 


Table 3A 


Hs.94 


L0B069 


1706 


Table 3A 


Hs.99899 


L08096 


1707 


Table 3A 


Hs.1652 


L08176 


1708 


Table 3A 


Hs.211576 


L10717 



Table 8 

339501 coagulation factor 111 (thromboplastin, 

tissue factor) (F3), mRNA 

/cds=(123,1010) 
1 84645 Interferon (alpha, beta and omega) 

receptor 1 (IFNAR1), mRNA 

/cds=(78,1751) 
339805 topoisomerase (DNA) I (TOP1), mRNA 

/cds={247,2544) 
1 871 72 leukotriene A4 hydrolase (LTA4H), 

mRNA/cds=(68,1903) 
337423 ADP-ribosyltransferase (NAD+; poly 

(ADP-ribose) polymerase) (ADPRT). 

mRNA /cds=(1 59,3203) 
1 81 91 9 complement component (3d/Epsteln 

Barr virus) receptor 2 (CR2), mRNA 

/cds=(69,3170) 
181946 inhibin,betaA(acbvmA,actMnAB 

alpha polypeptide) (INHBA), mRNA 

/cds={85,1365) 
338264 small nuclear ribonudeoprotein 01 

polypeptide (16kD) (SNRPD1), mRNA 

fcds=(1 50,509) 
17801 7 small inducible cytokine A4 

(homologous to mouse Mip-1b) 

(SCYA4), mRNA /cds=<1 08,386) 
619799 CD1D antigen, d polypeptide (CD1D), 

mRNA/cds=(164,1171) 
178285 dipeptidyl carboxypeptidase 1 

(angiotensin I converting enzyme) 

(ACE), mRNA/cds=(22,3942) 
1 83036 leukocyte IgG receptor (Fc-gamma-R) 

mRNA, complete cds/cds=(17,7l8) 

182512 ferritin, heavy polypeptide 1 (FTH1), 

mRNA /cds={91 ,663) 
181507 cDNA: FU21819 fis, clone HEP01185 

/cds=UNKNOWN 
179101 aspartykRNA synthetase (DARS), 

mRNA /cds=(93,1 595) 
1 86393 IMP (inosine monophosphate) 

dehydrogenase 1 (IMPDH1), mRNA 

/cds=(600,2144) 
1 88469 CD74 antigen (Invariant polypeptide of 

major histocompatibility complex, class 

(I antigen-associated) (CD74), mRNA 

/cds=(7,705) 
188927 v-myc avian myelocytomatosis viral 

oncogene homolog (MYC), mRNA 

/cds=(558,1877) 
1 79725 complement component 9 (C9), mRNA 

/cds=(4,1683) 
338928 mRNA for T-cell specific protein 

/cds=(37,975) 
340386 DNA segment on chromosome X and Y 

(unique) 155 expressed sequence 

(DXYS155E), mRNA/cds=(166,1323) 
339921 translocation T(4:11) of ALL-1 gene to 

chromosome 4 /cds=UNKNOWN 
340038 protein tyrosine kinase related mRNA 

sequence /cds=UNKNOWN 
179284 nucleolar GTPase (HUMAUANTIG), 

mRNA/cds=(79,2274) 
340198 clone HQ0072/cds=UNKNOWN 

189448 MHC class I region ORF (P5-1), mRNA 

/cds=(304,735) 
186512 proteasome (prosome, macropain) 

activator subunit 1 (PA28 alpha) 

(PSME1), mRNA/cdsJ=(92,841) 
184250 mRNA; cDNADKFZp566M063 (from 

clone OKFZp566M063) 

/cds=UNKNOWN 
30671 3 heat shock protein, DNAJ-like 2 

(HSJ2), mRNA/cds=(82,1275) 
3071 27 tumor necrosis factor (ligand) 

supeifamily, member 7 (TNFSF7), 

mRNA/cds=(137,718) 
183484 chemokine(OC motif) receptor 7 

(CCR7), mRNA /cds=(66, 1 202) 
307507 lL2-induclble T-celi kinase (ITK), 

mRNA /cds=(202l ,3883) 



TGCAG GAGACATTGGTATTCTGGGCA 
GCTTCCTAATATG CTTTACAATCT 

TC ATC CC GAGAACATTGG CTTCCAC A 
TCACAGTATCTACCCTTACATGGT 

GGCATTGTTAGTTTAGTGTGTGTGCA 

GAGTCCATTTCCCACATCTTTCCT 

GACTGCAATGCTGGTGGGGAAAGAC 

TTAAAAGTGGATTAAAGACCTGCGT 

GCTTTCCTTCTCCAGGAATACTGAAC 

ATGGGAGCTCTTGAAATATGTAGT 

TGGGAATCAAGATTTAATCCTAGAGA 
TTTGGTGTACAATTCAGGCTTTGG 

GCAGTAGTGTGGACTAGAACAACCCA 
AATAGCATCTAGAAAGCCATGAGT 

TGTGTAATGTACCTGTCAGTGCCTCC 
TTTATTAAGGG GTTCTTTGAGAAT 

CCACTGTCACTGTTTCTCTGCTGTTG 
CAAATACATGGATAACACATTTGA 

AGTTTGCCCTGGATGTCATATTGGCA 
GTTGGAGGACACAGTTTCTATTGT 
CCAAGTTCCACATTCCTTCTAGCGTG 
CCTTACATCAG GTACTTTGTCAGC 

AGCTGTCTCCTGTTTTGTAAGCTTTC . 
AGTGCAACATTTCTTGGTTCCAAT 

TG CATGTTG GGGTTTCCTTTACCTTTT 
CTATAAGTTGTACCAAAACATCC 
GGGTTTGTGCTATACACTGGGATGTC 
TAATTG CAGCAATAAAGCCTTTCT 
GCCACACTTATTCTTTTCAGTAACCT 
GCTAGTGCACAGGCTGTACTTTAG 
CAGTCGAAGGCTTTAACTTTGCAGAC 
TTGG GATCACAGTTGC GTCATTGT 

TTCCCTTTCCCCAGCATCACTCCCCA 
AGGAAGAGCCAATGTTTTCCACCC 



AGCCATAATGTAAACTGCCTCAAATT 
GGACTTTGGGCATAAAAGAACTTT 

TTGCTTTTACTAGTCTTAGCTCTACGA 

TTTAAATCCATGTGTCCAAGGGG 

CACACCTGCACACTCACGGCTGAAAT 

CTCCCTAACCCAGGGGGACCTTAG 

AGCTGTAACGTTCGCGTTAGGAAAGA . 

TGGTGTTTATTCCAGTTTGCATTT 

AGGG GTTCCACTAGTGTCTGCTTTCC 

TTTATTATTGCACTGTGTGAGGTT 

CATCCTCAGGTGGTCAGGCGTAGAT 

CACCAGAATAAACCCAGCTTCCCTC 

ACACACAACGTGAAAAATAGGAACAG 

GAACAAAAAGAAGACCAATGACTC 

TTTAGAGTCTTCCATTTTGTTGGAATT 

AGATCCTCCCCTTCAAATGCTGT 

CTAATTTCAGTGCTTGTGCTTGGTTG 

TTCAGGGCCATTTCAGGTTTGGGT 

CCAGATTTTCCCCAAACTTG CTTCTG 

TTGAGATTTTTCCCTCACCTTGCC 

TGGG GGTTGTAAATTGGCATGGAAAT 
TTAAAGCAGGTTCTTGTTGGTGCA 

AGGTGGTGTTCAGTGTCAGACCTCTT 
AATGGCCAGTGAATAACACTCACT 
GGG GGTAGTTTGTGG CAGGACAAGA 
GAAGGCATTGAGCn 1 1 ICTTTCAT 

TCGTTAAGAGAGCAACATTTTACCCA 
CACACAGATAAAGTTTTCCCTTGA 
CCCTATCCCGCAAAATG GGCTTCCTG 
CCTGGG 1 1 1 1 1 CTCTTCTCACATT 
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Table 8 

307322 heat shock 70kD protein 98 (mortalln- 

2) (HSPA9B), mRNA /cds=(29,2Q68) 
3071 83 mitogen-activated protein kinase 

kinase 1 (MAP2K1), mRNA 

/cds=K72,1253) 
559539 dual specificity phosphatase 2 

(DUSP2), mRNA /cds={85,1029) 
431 034 transforming growth factor, beta 

receptor I (acUvin A receptor type IWike 

kinase, 53kD) (TGFBR1), mRNA 

/cds=(76,15B7) 
1 79892 cAMP phosphodiesterase PDE7 

(PDE7A1) mRNA, complete cds 

/Cds=(50,l498) 
178083 adenytyl cydase-assotiated protein 

(CAP), mRNA/cds=(62,1489) 
292054 regulator of G-protein signalling 2, 

24kD (RGS2), mRNA /cds=(32,667) 
292360 killer cell lectin-Bke receptor subfamily 

C, member 3 (KLRC3), transcript 

variant NKG2-E, mRNA /cds=(45,767) 

405227 Homo sapiens, clone MGC:1 2849 

MAGE:4308973, mRNA, complete cds 
/cds=(24,725) 

291 928 cytotoxic T-lymphocyte-assodated 

protein 4 (CTLA4), mRNA/cds=<0,671) 

388306 core-binding factor, beta subunit 

(CBFB), transcript variant 2, mRNA 

/cds=(1 1.559) 
404044 Rho GDP dissociation inhibitor (GDI) 

beta (ARHGDIB), mRNA 

/cds=(1 52,757) 
4931 33 gtutamate receptor, ionotropic, AMPA 2 

(GRIA2), mRNA/cds=(160,2811) 

34731 3 Homo sapiens, clone MGC:12849 

MAGE:4308973, mRNA. complete cds 

/cds=(24,725) 
408689 heterogeneous nuclear 

ribonucleoprotein H1 (H) (HNRPH1), 

mRNA/cds=(72,1421) 
41 021 7 mRNA for corticotrophln releasing 

factor receptor /cds=(226 l l473) 
403127 mRNA for corticotrophin releasing 

factor receptor /cds=(226,1473) 
1 1 527399 gadd45 gene, complete cds 

/Cds=(2327,2824) 
435049 DNA sequence from PAC 75N1 3 on 

chromosome Xq21.l. Contains 2NF6 

like gene, ESTs, STSs and CpG islands 

/cds=(567,2882) 
407696 prostaglandin E receptor 4 (subtype 

EP4) (PTGER4), mRNA 

/cds-(388,1854) 
4406707 prostaglandin E receptor 4 (subtype 

EP4) (PTGER4), mRNA 

/cds=(388,1854) 
438638 Homo sapiens, Similar to hypothetical 

protein, clone MGC:1824 

IMAGE:3509518, mRNA, complete cds 

/cds=(533,1504) 
632967 lamin B receptor (LBR), mRNA 

/cds=(75,1922) 
537529 CDC-fike kinase 2 (CLK2), transcript 

variant phclk2, mRNA /cds=(1 29,1 628) 

951045 TXK tyrosine kinase (TXK), mRNA 

/cds=(86,1669) 
1 1 60962 CDC-like kinase 2 (CLK2), transcript 
variant phclk2, mRNA /cds=(1 29,1 628) 

460282 inner membrane protein, mitochondrial 

(mitofilin) (IMMT). mRNA 

/Cds=<92,2368) 
536843 IQ motif containing GTPase activating 

protein 1 (1QGAP1), mRNA 

/cds=(467,5440) 
602457 yq19a04.r1 cDNA, 5* end 

/clone=lMAGE274063 /clone end=5' 
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AAACAAGGTAGGAATGAGGCTAGAC 
CTTTAACTTC CCTAAG G CATACTTT 
TTCCCCATATCCAAGTACCMTGCTG 
TTGTAAACAACGTGTATAGTGCCT 

TGAGCCTTTCACACCTGTGCTGGCGC 
TGGAAAATTATTTGTGCTCAGCTG 
TGGGATTGTACTATACCAGTAAGTGC 
CACTTCTGTGTCTTTCTAATGGAA 



TTTTTCCTCACAGGAGCGGAAGAACT 
AGGGGGAGCAGGAGCTGCAATGCG 

TCTACCCATTTCCTGAGGCCTGTGGA 
AATAAAC CTTTATGTACTTAAAGT 
GTGTCCGTTATGAGTGCCAAAAATCT 
GTCTTGAAGGCAGCTACACTTTGA 
CTGTGCAATGCTACATGTACGTGGAC 
TTATATC AG AC CAGTGTG GATCTT 



AGTCCCCTGTCCTGGTCATCTATCAA 
GATAACAAGCGGCCCTCAGGGATC 

GGGTCTATGTGAAAATGCCCCCAACA 
GAG C CAGAATGTGAAAAG C AATTT 

CTTGCCTTAAGCTACCAGATTGCTTT 
TGCCACCATTGGCCATACTGTGTG 

CCCCTG CCAGAGGGAGTTCTTCTTTT 
GTGAGAGACACTGTAAACGACACA 

TGCAGCCACTATTGTTAGTCTCTTGA 
TTCATAATGACTTAAG CACACTTG 

TGACTATTACTGTCAGGCGTGGGACA 
CCAACACTGCGGTATTCGGCGGAG 

TTTGAGACGCAATACCAATACTTAGG 
ATTTTGGTCTTGGTGTTTGTATGA 

TCCTTCCAGGGCTTCTTTGTGTCTGT 
GTTCTACTGTTTCCTCAATAGTGA 
CCATGTCCATCCCCACCTCCCCAACC 
CGTGTCAGCTTTCACAGCATCAAG 
TG CCCTCAAGTAAAAGAAAAGCCGAA 
AGGGTTAATCATATTTGAAAACCA 
ATGCTACTTGGGAGAAAACTCTCACT 
AACTGTCTCACCGG GTTTCAAAGC 



GGACTTTG CGAATATCAGAGAC CTCA 
GACTCTTCACAGGGTCAGGACTCA 

AGCTCCCTGCAAGTCACATTTCCCAG 
TGAAACACTGAACTTATCAGAAAA 

TTCCTTCAGGATGATCTAGAGCAGCA 
TGGAGCTGTTGGTAGAATATTAGT 



GGG G AGGAAGGAAG GACATTAAATT 
CTTTCCCTG GTAATGAAAAG AGCCC 
GCCTTGTACATAATACTATTCCATCCA 
CACAG7TTCCACCCTCACCTGCC 

AGCAAGATAGCCAAATGTGACATCAA 
GCTCCATTGTTTCGGAAATCCAGG 
GCCGAGTGAGGTAACCAG GTGGC AT 
CTAC C C CATGTTTTATAAG GAATTT 

TTCTrTCCATTTGCTATCATGTCAGTG 
AACGCCAGGAGTGCTTTCTTTGC 

TGAATTTACTTCCTCCCAAGAGTTTG 
GACTGCCCGTCAGATTGTTTCTGC 

ACCCTCATTTCCAGGGG GAGCCTCA 
GGCC CCGAGATAAATGTGCTCCATG 
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Table 8 

522192 ATPase, H+ transporting, lysosomal 
(vacuolar proton pump), beta 
polypeptide, 56/58kD, isofbrm 2 
(ATP6B2), mRNA/cds=(25,1560) 

60391 6 mitog en-activated protein kinase 1 4 
(MAPK14), mRNA/cds={362,1444) 

685175 mltogen-activated protein kinase 
kinase 4 (MAP2K4), mRNA 
/cds=(9,12Q8) 
1008845 GT212 mRNA /cds^UNKNOWN 

893287 importin beta subunit mRNA, complete 

cds/cds=(337,2967) 
1 1 60926 serine (or cysteine) proteinase inhibitor, 
dade B (ovalbumin), member 8 
(SERPINB8), mRNA/cds=(83 l 1207) 

1000887 protein phosphatase 2, regulatory 

subunit B (B56), alpha isoform 

(PPP2R5A), mRNA /cds=(571 .2031) 
1 479978 inner membrane protein, mitochondrial 

(mitofilin) (IMMT), mRNA 

/cds={92,2368) 
992562 signal transducer and activator of 

transcription 4 (STAT4), mRNA 

/cds=(81,2327) 
1082037 FBJ murine osteosarcoma viral 

oncogene homolog B 
1 84092 signal transducer and activator of 

transcription 4 (STAT4), mRNA 

/cds={81,2327) 
183032 H3 hrstone. family 3A (H3F3A), mRNA 

/cds=(374,784) 
1 881 09 major histocompatibility complex, class 

II, DQ alpha 1 (HLA-DQA1), mRNA 

/cds=(43,810) 
187911 H3 hfstone, family 3A (H3F3A), mRNA 

/cds=(374,784) 
1 844 1 6 major histocompatibility complex, class 

I, C (HLA-C), mRNA /cds=(0,1100) 

339426 major histocompatibility complex, class 
I, C (HLA-C), mRNA /cds^O.1 100) 

1 821 1 3 CD8 antigen, alpha polypeptide (p32) 
(CD8A), mRNA/cds=(65,772) 

339426 enolase 1, (alpha) (EN01), mRNA 
/cds=(94,1398) 

338836 qn52b08jc1cDNA.3 , end 

/clone=IMAGE:1901847 /done_end=3' 

189566 serine (or cysteine) proteinase inhibitor, 

dade E (nexin, plasminogen activator 

inhibitor type 1). member 1 

(SERPINE1), mRNA/cds=(75,1283) 
1 83232 enolase 1 , (alpha) (EN01), mRNA 

/cds=(94,1398) 
340306 glucuronidase, beta (GUSB), mRNA 

/cds=(26,1981) 
1 82447 Fc fragment of IgE, low affinity II, 

receptor for (CD23A) (FCER2), mRNA 

/cds=(213,1178) • 
186283 glucuronidase, beta (GUSB), mRNA 

/cds=(26,1981) 
306486 Interleukin 1 , beta (IL1 B), mRNA 

/cds=(86,895) 
1 84266 eukaryotic translation initiation factor 

4E (EIF4E), mRNA/cds=(18,671) 
181271 heterogeneous nudear 

ribonudeoprotein C (C1/C2) (HNRPC), 

transcript variant 1 , mRNA 

/cds=(191,1102) 
187268 v-yes-1 Yamaguchi sarcoma viral 

related oncogene homolog (LYN), 

mRNA /cds=(297,1 835) 
1 80093 CD2 antigen (p50), sheep red blood 

cell receptor (CD2), mRNA 

/cds=(6,1061) 
188352 heterogeneous nuclear 

ribonudeoprotein C (C1/C2) (HNRPC), 

transcript variant 1 , mRNA 

/cds=(191,1l02) 
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TTCTCTGAGGG CTGGGGGTTGG GGG 
AGTCAGCATGATTATATTTTAATGT 



ACTTG G CTGTAATCAGTTATGCCGTA 
TAGGATGTCAGACAATACCACTGG 
TG GAGCTCAGTAAC ATAACTGCTTCT 
TGGAGCTTTG GAATATTTTATCCT 

AAATTTCACAAGCAATACTTTGGACC 
ACTGGGGTTCAGGCCCCAAGAAAT 
ACACACAAAACAGCAAACTTCAGGTA 
ACTATTTTGGATTG C AAACAG GAT 
TCTTGCCTTAATTAACATTCCCTGTGA 
CCTAGTTGGTG CAGTGGCTTGAA 



1 ACTTGCAGTTGTGTGGAAAACTGTTT 
TGTAATGAAAGATCTTCATTGGGG 

1 TGTGATCTCTACTACTGTTGATTTTGC 
CCTCGGAGCAAACTGAATAAAGC 

1 TAGGAAATGTTTGACATCTGAAGCTC 
TCTTCACACTCCCGTGGCACTCCT 

1 CGTCCCCTCTCCCCTTGGTTCTGCAC 
TGTTG CCAATAAAAAG CTCTTAAA 

1 GGGAGTGTTGTGACTGAAATGCTTGA 
AACCAAAGCTTCAGATAAACTTGC 

1 AGGG GACAGAAATCAG GTATTGGCA 
Gl Ml iCCATTTTCATTTGTGTGTG 

1 AGCCGCCCAGCTACCTAATTCCTCAG 
TAACATCGATCTAAAATCTCCATG 

1 ACATGCAAGTACATG 1 1 1 1 1 AATGTTG 
TCTGTCTTCTGTGCTGTTCCTGT 

1 CCTGTGTGG GACTGAGATGCAGGAT 
TTCTTCACACCTCTCCTTTGTGACT 

1 GGCATCTGAATGTGTCTGCGTTCCTG 
TTAG CATAATGTGAGGAGGTGGAG 

1 CTGAGAGCCC AAACTGCTGTCC CAAA 
CATGCACTTCCTTGCTTAAGGTAT 

1 AAGCTCCCTGGAGCCCTGTTGGCAG 
CTCTAGCTTTTGCAGTCGTGTAATG 

1 AGCCCTCTTTCTCTCCACCCAATGCT 
GCTTTCTCCTGTTCATCCTGATGG 

1 TCCACAGGGGTG GTGTCAAATGCTAT 
TGAAATTGTGTTGAATTGTATGCT 



GCTAGATCCCCGGTGGTTTTGTGCTC 

AAAATAAAAAGCCTCAGTGACCCA 

GACTTC CACAG C AGCAGAAC AAGTG 

CCTCCTGGACTGTTCACGGCAGACC 

TATCCCCAGCTCAGGTGGTGAGTCCT 

CCTGTCCAGCCTGCATCAATAAAA 

CTGGGTTTTGTGGTCATCTATTCTAG 

CAGGGAACACTAAAGGTGGAAATA 

AGCTATG GAATCAATTC AATTTG GAC 

TGGTGTGCTCTCTTTAAATCAAGT 

TGGCTCAAGTAGAAAAGCAGTCCCAT 

TCATATTAAGACAGTGTACAAAAC 

AGCTCTTGAAAGCAGCTTTGAGTTAG 

AAGTATGTGTGTTACACCCTCACA 



AACCGGATATATACATAGCATGACAT 
TTCTTTGTGCTTTGGCTTACTTGT 

AGCCTATCTGCTTAAGAGACTCTGGA 
GTTTCTT ATGTGCCCTGGTGGACA 

AAAGTTGATACTGTGGGA 1 1 1 1 IGTG 
AACAGCCTGATGTTTGG G ACCTTT 
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M25393 
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Table 3A 


Hs.73798 


M25639 
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Hs.624 


M26383 
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Hs.29352 
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Table 8 

1 84420 Homo sapiens, done MGC.12387 

IMAGE:3933019, mRNA. complete cds 

/cds={63,863) 
188352 Homo sapiens, clone MGC:12387 

IMAGE:3933019, mRNA, complete cds 

/cds=(63,863) 
188437 Homo sapiens, clone MGC.12387 

IMAGE:3933019, mRNA, complete cds 

/cds=(63,863) 
1 824 1 1 major histocompatibility complex, class 

II, DR beta 5 (HLA-ORB5), mRNA 

/cds=(29,829) 
1 87282 mannose-6-phosphate receptor (cation 

dependent) (M6PR), mRNA 

/cds=(170,1003) 
1 83063 trinucleotide repeat containing 3 

(TNRC3), mRNA/cds=(517,1356) 
1 86328 interieukin 3 (colony-stimulating factor, 

multiple) (IL3), mRNA /cds={9,467) 

1 871 82 major histocompatibility complex, class 

II, DR beta 5 (HLA-DRB5), mRNA 

/cds=(29,829) 
1 83684 selectin L (lymphocyte adhesion 

molecule 1) (SELL), mRNA 

/cds=(88,1206) 
183059 yz35c09.s1cDNA,3'end 

/done=IMAGE:285040 /done_end=3' 
339420 small Inducible cytokine A5 (RANTES) 

(SCYA5), mRNA/cds=(26 ( 301) 

1 90888 phospholipase A2, group IIA (platelets, 
synovia) fluid) (PLA2G2A), nudear gene 
encoding mitochondrial protein, mRNA 
/cds=(135,569) 

986883 NADH dehydrogenase (ubiquinone) 

flavoprotein 2 (24kD) (NDUFV2), mRNA 
/cds=(1 8,767) 

188555 selectin L (lymphocyte adhesion 

molecule 1) (SELL), mRNA 

/cds=(88,1206) 
1 90740 macrophage migration inhibitory fador 

(glycosylation-inhibiting factor) (MIF), 

mRNA/cds=(97,444) 
1 88627 macrophage migration inhibitory factor 

(glycosylation-inhibiting factor) (MIF), 

mRNA/cds=(97,444) 
1 84641 interieukin 8 (IL8), mRNA 

/cds=(74,373) 
1 86269 small inducible cytokine A2 (monocyte 

chemotactic protein 1, homologous to 

mouse Sig-je) (SCYA2), mRNA 

/cds=(53,352) 
340067 Interieukin 1 receptor, type I (1L1 R1), 

mRNA/cds=(82,1791) 
1 80035 Interieukin 1 receptor, type I (IL1 R1), 

mRNA/cds=(82,1791) 
862622 thymocyte antigen CD1 a mRNA, 

complete cds /cds=(533,1516) 
1 89775 plateletfendothelial cell adhesion 

molecule (CD31 antigen) (PECAM1), 

mRNA ^=(141,2357) 
1 86279 thymocyte antigen CD1 a mRNA, 

complete cds /cds=(533,l516) 
1 86365 interieukin 1 , alpha (IL1 A), mRNA 

/cds=(36,851) 
337452 interieukin 7 receptor (IL7R), mRNA 

/Cds=(22,1401) 
180259 interieukin 7 receptor (IL7R), mRNA 

/cds=(22,1401) 
1 81 464 cholesteryl ester transfer protein, 

plasma (CETP), mRNA 

/cds=(130,1611) 
179039 cholesteryl ester transfer protein, 

plasma (CETP), mRNA 

/cds=(130,1611) 
339994 amphiregufin (schwannoma-denved 

growth factor) (AREG), mRNA 

1 84485 tumor necrosis factor, alpha-induced 
protein 6 (TNFAIP6), mRNA 
/cds=(68,90l) 



1 CTTCCTTAGCTCCTGTTCTTGGCCTG 
AAGCCTCACAGCTTTGATGGCAGT 

1 TTTGTGCTTCCCTTTACCTAAACTGTC 
CTGCCTCCCATGCATCTGTACCC 

1 TTTGTGCTTCCCTTTACCTAAACTGTC 
CTGCCTCCCATGCATCTGTACCC 

1 CTTGTGGCTTCCTCAGCTCCTGCCCT 
TGGCCTGAAGTCCCAGCATTGATG 

1 ATTTGTTTGCATCCCTCCCCCACACC 
CTGGTGTTTTAAAATGAAGAAAAA 

1 CATCCGACATAATCCT ACAG GTGCTG 
TGTTATTCATGGGGCAGATAAACA 

1 AGTGGGGTGGGGAGCATGTTCATTT 
GTACCTCGAGTTTTAAACTGGTTCC 

1 CCTAAACCGTATGGCCTCCCGTGCAT 
CTGTATTCACCCTGTATGACAAAC 

1 TTTCATCTCAGGCCTCCCTCAACCCC 
ACCACTTCTTTTATAACTAGTCCT 

1 GCATG GCTTAACCTGGTGATAAAAGC 
AGTTATTAAAAGTCTACGTTTTCC 

1 AGCTTCCGCCGTCTCAACCCCTCACA 
G GAG CTTACTG GCAAA CATGAAAA 

1 TCTCCTCCACCTCAACTCCGTGCTTA 
ACCAAAGAAGCTGTACTCCGGGGG 



1 ACCCAAGGGACCTGGATTTGGTGTAC 
AAGCAGGCCTTTAATTTATATTGA 

1 AGCTCCTCTTCCTGGCTTCTTACTGA 
AAGGTTACCCTGTAACATGCAATT 

1 GTCTAC ATCAACTATTAC GACATGAA 
CG CGGCCAATGTGGG CTGGAACAA 

1 CCACC CCAACCTTCTGGTGGGG AG A 
AATAAACGGTTTAGAGACAGCTCTG 

1 GCCAAG GGCCAAGAGAATATCCGAA 
CTTTAATTTC AG G AATTG AATG G GT 

1 G AAATTG CTTTTCCTCTTG AAC C ACA 
GTTCTACCCCTGGGATGTTTTGAG 



1 CCGGTTGTTAAAACTGGTTTAGCACA 

ATTTATATTTTCCCTCTCTTGCCT 
1 ATTAAAGCACCAAATTCATGTACAGC 

ATGCATCACGGATCAATAGACTGT 
1 TAGCCGTACTTTGCTAACTGTGCTCC 

TCACTTCCTCTTCTTCATTGCAGT 
1 AG GCTAAGCTGCCGGTTCTTAAATCC 

ATCCTGCTAAGTTAATGTTGGGTA 

1 AATATATGCATCCCTGGTGAAGGATC 

TTGCCTGCATGAAACATGTTCTCA 
1 ACCT G GGCATTCTTGTTTC ATTC AATT 

CCACCTGCAATCAAGTCCTACAA 
1 CTCCCTCACAGCACAGAGAAGACAAA 

ATTAGCAAAACCCCACTACACAGT 
1 GTTCAGTGGCACTCAACATGAGTCAA 

GAGCATCCTGCTTCTACCATGTGG 
1 CTTGAGCTAGAAGTCTCCAAGGAGGT 

CGGGATGGGGCTTGTAGCAGAAGG 

1 CTCCCAACTCCTCCCTATCCTAAAGG 
CCCACTGGCATTAAAGTGCTGTAT 

1 TCGGTCCTCTTTCCAGTGGATCATAA 
GACAATGGACC C 1 1 1 1 1GTTATGA 

1 AAC AC ACAGTGTTTATGTTG GAATCT 
TTTGGAACTCCTTTGATCTCACTG 
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db mining 


Hs.149923 


M31627 
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Hs.73931 


M32011 
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M32315 
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Hs.73931 
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Hs.75765 


M33336 
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Hs.1 98253 


M33906 
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Hs.87773 


M34181 
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Hs.26045 


M34668 
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Hs.1 19863 


M34671 
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Hs.250811 


M35416 
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Hs.87149 


M35999 
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Hs.75765 


M36820 


1814 


Table 3A 


Hs.89690 


M36821 
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Hs.82212 


M37033 
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Hs.119192 


M37583 
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Hs.173894 


NMJ)00757 
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Hs.119192 


M37583 
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Hs.315366 


M55284 
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Table 3A 


Hs.315366 


M55284 
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Hs.171862 


M55543 
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Table 3A 


Hs.2055 


M58028 
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Table 3A 


Hs.72918 


M57506 
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Table 3A 


Hs.193717 


M57627 
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Table 3A 
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M57888 


1827 


Table 3A 


Hs.2055 


M58028 



Table 8 

181948 X-box binding protein 1 (XBP1), mRNA 

/cds=(48,833) 
190501 complement component 4-binding 

protein, alpha (C4BPA), mRNA 

/cds=(138,1931) 
339477 transcription factor (E2A) mRNA, 

complete cds /cds=(30,1 994) 
1 82473 X-box binding protein 1 (XBP1), mRNA 

/cds=(48,833) 
1 881 94 Fc fragment of IgG, low affinity lla, 

receptor for (CD32) (FCGR2A), mRNA 

/cds=(1 1,958) 
1 89267 major histocompatibility complex, class 

ll, DQ beta 1 (HLA-DQB1), mRNA 

/cds=(57,B42) 
1 891 85 tumor necrosis factor receptor 

superfamily, member 1B (TNFRSF1B), 

mRNA/cds=(89,1474) 
1 83628 major histocompatibility complex, class 

II, DQ beta 1 (HLA-DQB1), mRNA 

/cds=(57,842) 
1 526989 GR02 oncogene (GR02), mRNA 

/cds=(74,397) 
1 841 94 major histocompatibility complex, class 

ll, DQ alpha 1 (HLA-DQA1), mRNA 

/cds=<43,810) 
189982 protein kinase, cAMP-depertdent, 

catalytic, beta (PRKACB), mRNA 

/cds=(47,1102) 
190738 protein tyrosine phosphatase, receptor 

type, A (PTPRA), mRNA 

/Cds=(695,3103) 
1 801 52 CD59 antigen p1 8-20 (antigen 

Identified by monoclonal antibodies 

16.3A5, EJ16, EJ30, EL32 and G344) 

(CD59), mRNA/cds*{29,415) 
1 90851 v-ral simian leukemia viral oncogene 

homolog B (ras related; GTP binding 

protein) (RALB), mRNA /cds=(170,790) 

1 83532 integrin, beta 3 (pfatelet glycoprotein 

Ilia, antigen CD61) (ITGB3), mRNA 

/cds={1 6,2382) 
1 83628 GR02 oncogene (GR02), mRNA 

/cds=(74,397) 
1 83632 GR03 oncogene (GR03), mRNA 

/cds=(77,397) 
184059 C053 antigen (CD53), mRNA 

/Cds=(93,752) 
179968 H2Ahistone family, member 2 

(H2AFZ), mRNA/cds=(106,492) 
4503074 macrophage-specific colony-stimulating 

factor (CSF-1) mRNA, complete cds 

/cds=(105,1769) 
1 89988 H2A histone family, member 2 

(H2AFZ), mRNA /cds=(1 06,492) 
. 189988 protein kinase C, eta (PRKCH), mRNA 

/cds=(166,2214) 
189988 protein kinase C, eta (PRKCH), mRNA 

/Cds=(166,22l4) 
829176 guanylate binding protein 2, interferon- 
inducible (GBP2), mRNA 

/cds=(155,1931) 
340071 ublqultin-activating enzyme E1 (A1S9T 

and BN75 temperature sensitivity 

complementing) (UBE1), mRNA 

/cds=(32,3208) 
1 89870 one single clone, artifact 7 

1 84505 small inducible cytokine A1 (1-309, 

homologous to mouse Tca-3) (SCYA1), 
mRNA /cds=5(72,362) 

1 86270 interieukin 1 0 (IL1 0), mRNA 
/cds=(30,566) 

1 831 54 granzyme B (granzyme 2, cytotoxic T- 
lymphocyte-assoclated serine esterase 
1) (GZMB), mRNA/cds=(33.776) 

1 89177 ubiquffin-activating enzyme E1 (A1 S9T 
and BN75 temperature sensitivity 
complementing) (UBE1), mRNA 
/cds=(32,3208) 



PCT/US01/47856 



GGGGCTCTTTCCCTCATGTATACTTC 
AAGTAAGATCAAGAATCTTTTGTG 
TC ATCCTCTGTGTG GCTCATGTTTTT 
GCTTTTCAACACACAAAG C ACAAA 

TGGATGATTGGGACTTTAAAACGACC 
CTCTTTCAGGTGGATTCAGAGACC 
TGTAGCTTCTGAAAGGTGCTTTCTCC 
ATTTATTTAAAAACTACCCATGCA 
TGTAGCAACATGAGAAACG CTTATGT 
TACAGGTTACATGAGAG CAATCAT 

CTGATGGCTGTGACCCTGCTTCCTG C 
ACTGACCCAGAGCCTCTGCCTGTG 

TGTGTGTTGATCCCAAGACAATGAAA 
GTTTGCACTGTATGCTGGACG GCA 

CTCTCCTCAGACTGCTCAAGAGAAGC 
ACATGAAAACCATTACCTGACTTT 

GCCAGTAAGATCAATGTGACGG CAG 
GGAAATGTATGTGTGTCTATTTTGT 
GCAACAATGAAGTTAATG GATAC CCT 
CTGCCTTTGGCTCAGAAATGTTAT 

TGTCTTTCGGTTATCAAGTGTTTCTG 
CATGGTAATGTCATGTAAATGCTG 

TATGATG GGGAGTAATAGGACCAGAG 
CGGTATCTCTGGCACCACACTAGC 

TGATCTTGGCTGTATTTAATGG CATA 
GG CTGACTTTTGCAGATGGAGGAA 



AGTACTGAGAAAAATCCCTTCAGCTC 
TAAGAACACTGAAAAATC CACC GA 



ACTTTGCACACATTTGCATCCACATAT 
TAGGGAAGGAATAAGTAGCTGCA 

ATGCAGTGTTTCCCTCTGTGTTAGAG 
CAGAGAG GTTTCGATATTTATTGA 
TGCTGAAGTTTCCCTTAGACATTTTAT 
GTCTT GCTTGTAGGGCATAATGC 
CACTGGACCATTGTCACAACCCTCTG 
TTTCTCTTTGACTAAGTGCCCTGG 
AAGTGTTACTGTGGCTTCAAAGAAGC 
TATTGATTCTG AAGTAGTG G GTTT 
G CTG CTTATATATTTAATAATAAAAG A 
AGTGCACAAGCTGCCGTTGACGT 

AAC AAACATTTG GTTTTGTTCAGACCT 
TATTTCCACTCTGGTGGATAAGT 
GAGAGAGGGCACGAGAACCCAAAGG 
AATAGAGATT CTCCAG G AATTTCCT 
TTCCCAG CATCAGCCTTAGAACAAGA 
ACCTTACCTTCAAGGAGCAAGTGA 
CTGTCCAGCTCCCTCTCCCCAAGAAA 
CAACATGAATGAGCAACTTCAGAG 

CTGTAACGACGAGAGCGGCGAGGAT 
GTCGAGGTTCCCTATGTC CGATACA 



ACCTAGTCATCAGGACACTGAGCCAG 
GGCTGCAACCACTCCATGAGTTTG 
CCCCAACCCTCTGGGCTCTTGGATTT 
CAGAGTGAAAACTTGATG G CATTG 

TCAATTCCTCTGGGAATGTTACATTG 
TTTGTCTGTCTTC ATAG CAGATTT 
ACCAGTTTCTTTCCCTTCTAGATCAC 
CCTGTTCTGAAGCCAGCCTCTCTC 



1 CTACCTGAACCCCTCTTGCCACTGCC 
TTCTACCTTGTTTGAAACCTGAAT 
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Hs.11482 


M74002 
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Table 3A 


Hs.811 


M74525 
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Table 3A 


Hs.172766 


M80359 
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Table 3A 


Hs.153179 


M81601 
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Table 3A 


Hs.1 19537 


M88108 


1851 


Table 3A 


Hs.89575 


M89957 
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Table 3A 


Hs.82127 
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M92444 
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Table 3A 
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M93651 



Table 8 

1 82070 nuclear factor of kappa Oght 

polypeptide gene enhancer In B-cells 1 

(p105)(NFKB1), mRNA 

/cds=(397,3303) 
1 86496 nuclear factor of kappa light 

polypeptide gene enhancer in B-cells 1 

(p105) (NFKB1), mRNA 

/cds=(397,3303) 
177865 integrin, alpha 3 (antigen CD49C, 

alpha 3 subunit of VLA-3 receptor) 

(TTGA3), transcript variant a, mRNA 

/cds=(73,3228) 
1 83048 colony stimulating factor 3 receptor 

(granulocyte) (CSF3R), mRNA 

/cds=(1 69,2679) 
1 83866 integrin, alpha 3 (antigen CD49C, 

alpha 3 subunit of VLA-3 receptor) 

(FTGA3), transcript variant a, mRNA 

/cds=(73,3228) 
1 89507 diphtheria toxin receptor (heparin- 

binding epidermal growth factor-like 

growth factor) (DTR), mRNA 

/cds=(261,887) 
1 82662 ribosomal protein S6 kinase, 70kD, 

polypeptide 1 (RPS6KB1), mRNA 

/cds=(27 l 1604) 
1 89424 ribosomal protein S6 kinase, 70kD t 

polypeptide 1 (RPS6KB1), mRNA 

/cds=(27,1604) 
181122 P13-kinase associated p85 mRNA 

sequence /cds=UNKNOWN 
190734 P13-kinase associated p85 mRNA 

sequence /cds=UNKNOWN 
339679 Janus kinase 1 (a protein tyrosine 

kinase) (JAK1), mRNA /cds={75,3503) 

337488 replication protein A1 (70kD) (RRA1), 

mRNA/cds=(69.1919) 
1 90446 Janus kinase 1 (a protein tyrosine 

kinase) (JAK1), mRNA /cds=(75,3503) 

178996 proteasome (prosome, macropain) 

subunit alpha type, 1 (PSMA1), mRNA 

/cds=(105,896) 
1 87290 splicing factor, arginine/serine-rich 1 1 

(SFRS11). mRNA/cds=(83 t 1537) 
1 79073 Homo sapiens, Similar to splicing 

factor, arginine/serine-rich 2 (SC-35), 

clone MG&2622 IMAGE:3501687, 

mRNA, complete cds /cds=(30,878) 
339879 tripeptidyl peptidase II (TPP2), mRNA 

/cds=(23,3772) 
1 901 61 polyposis locus (DP1 gene) mRNA, 

complete cds /cds=(82,639) 
1 84045 splicing factor, arginine/serine-rich 1 1 

(SFRS1 1), mRNA /cds=(83,1537) 
1 8951 1 ublquitin-conjugating enzyme E2B 

(RAD 6 homolog) (UBE2B), mRNA 

/cds=(421.879) 
182353 MAP/microtubule affinity-regulating 

kinase 3 (MARK3), mRNA 

/cds=(171,2312) 
339442 fatty add binding protein 5 (psoriasis- 
associated) (FABP5), mRNA 

/cds=(48,455) 
189499 GAP-associated tyrosine 

phosphoprotein p62 (Sam68) (SAM68), 

mRNA/cds=K106,1437) 
1 7931 1 CD79B antigen (immunoglobulin- 

associated beta) (CD79B), transcript 

variant 1, mRNA /cds=(94,783) 
179575 BTF3 protein homotogue gene, 

complete cds 
41 53827 putative IL-1 6 protein precursor, 

mRNA, complete cds /cds={303,21 98) 

1 83779 apurinic/apyrimidinic endonudease 
(HAP1) gene, complete cds 

338038 SET translocation (myeloid leukemia- 
associated) (SET), mRNA /cds=(3,836) 



1 AACTCGAGACCTTTTCAACTTGG CTT 
CCTTTCTTGGTTCATAAATGAATT 



1 AGCTGCTGCTGGATCACAGCTGCTTT 
CTGTTGTCATTGCTGTTGTCCCTC 



1 GGCTGTGTCCTAAGGCCCATTTGAGA 
AGCTGAGGCTAGTTCCAAAAACCT 



1 ATCCAGCCCCACCCAATGGCCTTTTG 
TGCTTGTTTCCTATAACTTCAGTA 

1 CCTTCTTTGTATATAGGCTTCTCACC 
GCGACCAATAAACAGCTCCCAGTT 



1 AAAACGATGAAGGTATGCTGTCATGG 
TCCTTTCTGGAAGTTTCTGGTG CC 



1 AATG C GAAATTATTG GTTG GTGTGAA 
GAAAGCCAGACAACTTCTGTTTCT 

1 CTGTGGCTCGTTTGAGGGATTGGGG 
TGGACCTGGGGTTTATTTTCAGTAA 

1 . GCTTCCCCACCCCAGTTTTTGTTGCT 
TGAAAATATTGTTGTCCCGGATTT 

1 TGGACTGTTTTGTTGGGCAGTGCCTG 
ATAAG CTTCAAAG CTG CTTTATTC 

1 CCTGCCGTGCCCACCTAACTGTCCA 
GATGAGGTTTATCAGCTTATGAGAA 

1 CGAGCTGAGAAGCGGTCATGAGCAC 
CTGG GGATTTTAGTAAGTGTGTCTT 

1 ACCATCCAATCGGACAAGCTTTCAGA 
ACCTTATTGAAGGATTTGAAGCAC 

1 TGCTGATGAACCTGCAGAAAAGG CTG 
ATGAACCAATGGAACATTAAGTGA 

1 TCTTATGCACACGGTGATTTCATGTT 
ATATATGCAAAGTAGGCAACTGTT 

1 AACATAGGAGTGGATTCCTGCCCCAA 
CCAAACCGCATTCGTGTGGATTTT 



1 AATAAATTTGCAAAAC C AAGATCACA 

GTACACCATATGCACTCTGGTACC 
1 AAATGACCTCATGTTGTGGTTTAAAC 

AGCAACTGCACCCACTAGCACAGC 
1 TGTGCAGTAGAAACAAAAGTAGGCTA 

CAGTCTGTGCCATGTTGATGTACA 
1 CTGT7TATTCTGGGAAATGTTTTAATG 

CCAGGGCCTGCTGAGTTGCTTCT 

1 CCTTAAGACCAGTTCATAGTTAATAC 
AG GTTTACAGTTCATGCCTGTGGT 

1 TCATCACTTTGGACAGGAGTTAATTA 
AGAGAATGACCAAGCTCAGTTCAA 

1 AGTCTGCCTAAATAGGTAGCTTAAAC 
TTATGTCAAAATGTCTGCAGCAGT 

1 CTGGCCTCCAGTGCCTTCCCCCGTG 
GAATAAACGGTGTGTCCTGAGAAAC 

1 AGCTAATTAAGCTGCAGAACGTGGGA 
AATAAAGTTCGAAACAAAGGTTAA 

1 GGACAGGTGTGCCGACAGAAGGAAC 
CAGCGTGTATATGAGG GTATCAAAT 

1 C CCTTC GTG G G G CTACACATTCTCTT 
C CTC ATATTTTCATG CACAC AAGT 

1 TTCTGCACAGGTCTCTGTTTAGTAAA 
TACATCACTGTATACCGATCAGGA 
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Table 8 

1 87393 MYC-assoctated rinc finger protein 
(purine-blnding transcription factor) 
(MAZ), mRNA /cds=(91 ,1 584) 

1 84223 fatty acid binding protein 5 (psoriasis- 
associated) (FABP5), mRNA 
/cds=(48,455) 

33781 0 hepatic leukemia factor (HLF) mRNA, 
complete cds /cds=(322,1209) 

338262 special AT-rich sequence binding 
protein 1 (binds to nuclear 
matrix/scaffold-associating DNA's) 
(SATB1), mRNA/cds=(214,2505) 

1 81 975 growth factor receptor-bound protein 2 
(GRB2), mRNA/cds=(78,731) 

1 84432 special AT-rich sequence binding 
protein 1 (binds to nuclear 
matrix/scaffold-associating DNA's) 
(SATB1 ), mRNA /cds=(2 14,2505) 
2281 070 nuclear autoantigenic sperm protein 
(histone-binding) (NASP). mRNA 
/cds=<85,2448) 

1 801 12 signal transducer and activator of 

transcription 1, 91 kD (STAT1), mRNA 
/cds=(1 96,2448) 
1 1 42056 CD36 antigen (collagen type I receptor, 
thrombospondin receptor) (CD36), 
mRNA /cds=(1 32,1 550) 
1 1 39799 hexokinase 2 (HK2), mRNA 

/cds=(1490,4243) 
1271009 hexokinase 2 (HK2), mRNA 

/cds=(1490.4243) 
1 1 47079 splicing factor, argintne/serine-rich 2 

(SFRS2), mRNA/cds=(155,820) 
1 1 52099 60229301 5F1 cDNA, 5' end 

/done=lMAGE:4387778 /done_end=5* 

1 1 55403 mRNA; cDNA DKF2p434A1 15 (from 

Clone DKFZp434A115) 

/cds=UNKNOWN 
296907 splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA/cds=(155,820) 
307337 DNA-binding protein (PO-GA) mRNA. 

complete cds /cds=(393,3836) 
1 83032 nuclear receptor subfamily 3, group C, 

member 1 (NR3C1), mRNA 

/cds=(1 32,2465) 
6226959 alpha-2-macroglobulin (A2M). mRNA 

/Cds=(43,4467) 
4557242 activin A receptor type IWike 1 

(ACVRL1), mRNA /cds=(282,1793) 
4557248 adenosine deaminase (ADA), mRNA 

/cds=(95,1186) 
450691 0 sarcogfycan, alpha (50kD dystrophin- 

associated glycoprotein) (SGCA), 

mRNA/cds=(11,1174) 
4557272 aspartylgluoosaminidase (AGA), 

mRNA/cds=(170,1210) 
7262392 ATP-binding cassette, sub-family D 

(ALD), member 1 (ABCD1), mRNA 

/cds=(386,2623) 
455731 8 adenomatosis polyposis coli (APC), 

mRNA/cds=(38,8569) 
4557364 Bloom syndrome (BLM), mRNA 

/cds=(74,4327) 
4502450 breast cancer 2, early onset (BRCA2), 

mRNA /cds=(228, 10484) 
4557376 Bruton agammaglobulinemia tyrosine 

kinase (BTK), mRNA /cds=(1 63.21 42) 
4559405 complement component 6 (C6). mRNA 

/cds=(1 55,2959) 
4557428 CD3G antigen, gamma polypeptide 

(TiT3 complex) (CD3G), mRNA 

/cds=(37,585) 
4502838 Chediak-Higashi syndrome 1 (CHS1), 

mRNA /cds=(1 89,1 1594) 
4557466 Cockayne syndrome 1 (classical) 

(CKN1). mRNA/cds=(36,1226) 
1 3325059 cytochrome P450, subfamily I (dioxin- 

inducible). polypeptide 1 (glaucoma 3. 

primary Infantile) (CYP1B1), mRNA 

/Cds=(372,2003) 



PCT/US0 1/47856 



1 CACCCTCCACCCCTTCCTTTTGCGCG 
GACCCCATTACAATAAATTTTAAA 

1 CATGCAGCTATTTCAAAGTGTGTTGG 
ATTAATTAG GATCATCCCTTTGGT 

1 TGGAG AATTGTG GAAG GATTGTAAC A 
TGGACCATCCAAATTTATGGCCGT 

1 TTCACGGGATG CACCAAAGTGTGTAC 
CCCGTAAGCATGAAACCAGTGTTT 



1 TCTGTCCATCAGTGCATGACGTTTAA 
GG CCACGTATAGTC CTAGCTGACG 

1 TCCTATAATTATTTCTGTAGCACTCGA 
CACTGATCTTTGGAAACTTGCCC 



1 GGGACACTGGAG GCTGGAGCTACAG 
TTGAAAGCACTGCATGTTAAGAGGG 

1 TGCTACCACAACTATATTATCATGCAA 
ATGCTGTATTCTTCTTTGGTGGA 

1 G C AACTTAC G CTTG GCATCTTC AGAA 
TGCTTTTCTAGCATTAAGAGATGT 

1 TTTACAAGAATTGTCCATGTGCTTCC 

CTAGG CTGAGCTGGCATTGGTCTG 
1 AAAACTTCCCAC CCTACTTTTCCAAG 

AGTGCCAGTTGGATTCTGAATCTG 
1 TAGACCAATTCTCTGATCTCGAGTTG 

TTTTTGTTTG GATACAGCCCTTTT 
1 AACATTCTACATAGCACAGGAGCTTA 

AGAGTGGCATTATCTTCTCGCCTT 

1 AGATACGCAGACATTGTGGCATCTGG 
GTAGAAGAATACTGTATTGTGTGT 

1 TTTGACCAGAAG CCCTTAGTAAGTAC 
GTGCCTGAAACTGAAACCATGTGC 

1 ACACCTGGCTTGGAGTCAGATTTAGT 
TAACAATAATGAGCCTGGAGCAGT 

1 TCTAATAGCGGGTTACTTTCACATAC 
AGCCCTCCCCCAGCAGTTGAATGA 

1 CTGAAAAGTGCTTTG CTGGAGTCCTG 

TTCTCTGAGCTCCACAGAAGACAC 
1 AAGC CTAAAGTGATTCAATAGCCCAG 

GAGCACCTGATTCCTTTCTGCCTG 
1 TGGGCATGGTTGAATCTGAAACCCTC 

CTTCTGTGGCAACTTGTACTGAAA 
1 GGGGTGGGGTGGGGTGAGAGTGTGT 

G GAGTAAG GACATTCAGAATAAATA 

1 AGAAGTTGTGCGCGTGCTTTCTCAGC 
AGCA I I 1 1 i'CCTTCAAAATCATCT 

1 CTTG CCAGCCAG GAGTGCG GACACC 
ATGTTCCCAGCTCAGTGCCAAAGAG 

1 ATTTGGGGAGAGAAAACC 1 1 1 1 1AAG 

C ATGGTGGG GCACTCAGATAGGAG 
1 ACCCTCTTTCTTGTTTGTCAGCATCT 

GACCATCTGTGACTATAAAGCTGT 
1 TGGTCATCCAAACTCAAACTTGAGAA 

AATATCTTG CTTTCAAATTGACAC 
1 ACCGAATTTGGCAAGAATGAAATGGT 

GTCATAAAGATG GGAGGGGAGGGT 
1 AGCCTGTGACATTAAGCATTCTCACA 

ATTAGAAATAAGAATAAAACCCAT 
1 AAAAATAAAAACAAATACTGTGTTTCA 

GAAGCGCCACCTATTGGG GAAAA 

1 TTATCACAAGCTCTGTTACCTTTATAT 
A CG CTG C CTCTTC AATTTG G AAA 

1 GCAGAAAATATCCTGGCAGGGAATCT 
GG CTTAAACATGAAATG CTGTAAT 

1 TGTGTGCATAATAGCTACAGTGCATA 
GTTGTAGACAAAGTACATTCTGGG 
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Table 8 



188S literature 

1889 Table 3A 

1890 Table 3A 

1891 Table 3A 

1892 Table 3A 

1893 Table 3A 

1894 literature 

1895 literature 

1896 db mining 

1897 Table 3A 

1898 literature 

1899 literature 

1900 Table 3A 

1901 Table 3A 

1902 Table 3A - 

1903 Table 3A 

1904 Table 3A 

1905 Table 3A 

1 906 literature 

1907 Table 3A 

1908 literature 

1909 Table 3A 



1910 Table 3A 

1911 Table 3A 



Hs.77602 NIW 000107 

Hs.74635 NMJ)0O1O8 

Hs.1602 NM_000110 

Hs^985 NM_000117 

Hs.76753 NMJJ00118 

Hs.77929 NM_000122 



455751 4 damage-specific DNA binding protein 2 
(48kD) (DDB2). mRNA /cds=(175 l 1458) 

5016092 dihydrofipoamide dehydrogenase (E3 

component of pyruvate dehydrogenase 

complex, 2-oxo-glutarate complex, 

branched chain keto add 

dehydrogenase complex) (OLD), mRNA 

/cds=(82.1611) 
4557874 dihydropyrimldine dehydrogenase 

(DPYD), mRNA/cds^lOI.3178) 
4557552 emerin (Emery-Orelfuss muscular 

dystrophy) (EMD), mRNA /cds=(58,822) 

4557554 endoglin (Osler-Rendu-Weber 
syndrome 1) (ENG), mRNA 
/cds=(350,2227) 

4557562 excision repair cross-complementing 
rodent repair deficiency, 
complementation group 3 (xeroderma 
pigmentosum group B complementing) 
(ERCC3), mRNA;cds={95.2443) 



Hs.48576 NM_000123 4503600 excision repair cross-complementing 

rodent repair deficiency, 
complementation group 5 (xeroderma 
pigmentosum, complementation group 
G (Cockayne syndrome)) (ERCC5), 
mRNA /cds=(1 97,3757) 
Hs.99924 NMJW0124 4557564 excision repair CTOss-complementing 

rodent repair deficiency, 
complementation group 6 (ERCC6), 
mRNA/cds=(79,4560) 
4503602 estrogen receptor 1 (ESR1), mRNA 

/cds=(360,2147) 
9961 355 coagulation factor Xttt, A1 polypeptide 

(F13A1), mRNA/cds=(101.2299) 
4503654 Fanconi anemia, complementation 
group A (FANCA), mRNA 
fcds=(31,4398) 

Hs.37953 NM_000136 4557588 Fanconi anemia, complementation 

group C (FANCC), mRNA 
/cds=(255,1928) 
1 1 49698B glucosidase, alpha; add (Pomps 

disease, glycogen storage disease type 
II) (GAA), mRNA /cds=(441,3299) 



Hs.1657 NMJW0125 
Hs.80424 NM_000129 
Hs.284153 NMJ300135 



Hs.1437 NM 000152 



Hs.273 NM_000153 

Hs.86724 NM_000161 

Hs.1466 NMJ300167 

Hs.1144 NMJW0174 

Hs.75772 NM.000176 

Hs.3248 NMJXW179 

Hs.18388a NMJ000181 

Hs.75860 NM 000182 



Hs.146812 NM 000183 



Hs.198427 NM_000189 
Hs.83951 NM 000195 



455761 2 galactosyteeramidase (Krabbe disease) 
(GALC), mRNA /cds=(263,2272) 

4503848 GTP cydohydrolase 1 (dopa- 

responsive dystonia) (GCHl), mRNA 
/cds=(148,900) 

4504006 glycerol kinase (GK), mRNA • 
/cds=(66,1WD) 

4504076 glycoprotein IX (platelet) (GP9), mRNA 
/cds=(222,755) 

45041 32 nuclear receptor subfamily 3, group C, 
member 1 (NR3C1), mRNA 
fcds=(1 32,2465) 

4504190 mutS (E. coli) homolog 6 (MSH6), 
mRNA/cds=(87 ( 4169) 

4504222 glucuronidase, beta (GUSB), mRNA 
/cds=(26,1981) 

4504324 hydrcxyacyl-Coenzyme A 

dehydrogenase/3-ketoacyVCoen2yme A 
thtolase/enoyl-Coenzvme A hydratase 
(trifunctional protein), alpha subunit 
(HAD HA), mRNA/cds=(27,2318) 

4504326 hydroxyacyt-Coenzyme A 

dehydrogenase/3-ketoacyl- Coenzyme A 
thiolase/enoyl-Coenzyme A-hydratase 
(trirunctionaJ protein), beta subunit 
(HADHB), mRNA/cds=(46,1470) 

4504392 hexokinase2(HK2),mRNA 

/cds=(1490,4243) 
4504484 Hermansky-Pudlak syndrome (HPS), 

mRNA/cds=(206,2308) 



TCTCAGTGGGTGGTAGCAGAGGGAT 
CAAGCAG TTATTTGATTTGTGCT CT 

GTCTATTTACGGAACTCAAATACGTG 
GGGATTCAAATGTATTACAGTGGG 



1 TGCACTTTTAGAAATGCATATTTGCCA 
CAAAACCTGTATTACTGAATAAT 

1 6GGAGGGGATTAACCAAAG G CCACC 
CTGACTTTGTTTTTGTGGACACACA 

1 GCCTGCCCCTGTGTATTCACCACCAA 
TAAATCAGACCATGAAAC CTGAAA 

1 AGGTGTATTTATGTTACCGTTCTGAAT 
AAACAGAATGGACCATTGAACCA 



TGTAATGAATTTGTCGCAAAGACGTA 
ATAAAATTAACTGGTGGCACGGTC 



TGTCAATGGAAGTTGGCTGCACTTGA 
TGTTTGTTTGCATGATGTCTACCT 



TCGAGCACCTGTAAAGAATTTTCTCA 
ACCTATTTGATGTTCAAATAAAGA 
AACTTTACTAAGTAATCTCACAGCATT 
TGC CAAGTCTCCCAAT ATC CAAT 
TAAGATCTTTAAA CTGCTTTATAC ACT 
GTCACGTGGCTTCATCAGCTGTG 

AAAACCACTACCCTCAGAGAGAGCCA 
AAAATACAGAAGAGG CGGAGAGCG 

CGAGCAAGCCTGGGAACTCAGGAAA 
ATTGACAGGACTTG GGAGATTCTAA 



GGCTTAGCTACAGTGAAGTTTrGCAT 
TGCTTTTGAAGACAAGAAAAGTGC 

AC7TCAAAATTACCTTTTCATATCCAT 
GATCTTGAGTCCATTTGGGGGAT 

CAAACACTTTTGGGCCAGGATTTGAG 

TCTCTGCATGAC ATATA CTTGATT 

CAGACTCCACCAAGCCTGGTCAGCC 

CAAACCACCAGAAGCCCAGAATAAA 

AGTGCAGAATCTCATAGGTTGCCAAT 

AATACACTAATTCCTTTCTATCCT 

AGACTGACTACATTGGAAGCTTTGAG 

TTGACTTCTGACCAAAGGTGGTAA 

CTGGGTTTTGTGGTCATCTATTCTAG 

CAGGGAACACTAAAGGTGGAAATA 

GTGGTGAGGGCAGTTCTGCACCCAG 

CCAAACACATAACAATAAAAACCAA 



TCTGTGTCCT AAAGATGTGTTCTCTAT 
AAAATACAAACCAACGTGCCTAA 



CTAGTCATAGAAATACCTCATTCGCC 
TGTGGGAAGAGAAGGGAAGCCTCT 
AGCAGCGGCTGGATGTGATATGTCTA 
GTTTAACCAGTCCCCTTGATCTTT 
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1912 Table 3A Hs.168383 NMJ>00201 4557877 

1913 Table 3A Hs.172458 NM_000202 5360215 

1914 Table 3A Hs.238893 NM_000206 4557881 

1915 Table 3A Hs.83958 NMJ)00211 4557885 



1916 literature 



1931 Table 3A 

1932 Oterature 

1933 Table 3A 

1934 db mining 

1935 literature 



1937 Table 3A 

1938 literature 

1939 Table 3A 



Hs.99877 NM 000215 4557680 



1917 literature Hs.1770 NM_000234 4557718 

1918 db mining Hs.3076 NMJJ00246 4557748 

1919 literature Hs.57301 NM 000249 4557756 



Hs.78934 NM_000251 4557760 

Hs.75514 NMJJ00270 4557800 

Hs.76918 NM_000271 4557802 

HS.1023 NMJ)002B4 4505684 

Hs.78771 NMJJ00291 4505762 

Hs.196177 NMJJ00294 4505784 

Hs.169857 NM_000305 4505952 

Hs.3873 NM_000310 450603D 



1920 literature 

1921 Table 3A 

1922 Table 3A 

1923 Table 3A 

1924 Table 3A 

1925 Table 3A 

1926 Table 3A 

1927 Table 3A 

1928 Table 3A 



1929 Table 3A Hs.288988 NMJJ00344 

1930 Table 3A Hs.2316 NM 000346 



Table 8 

intercellular adhesion molecule 1 
(CD54), rhinovirus receptor (1CAM1), 
mRNA/cds=(57,1655) 

iduronate 2-sulfatase (Hunter 
syndrome) (IDS), transcript variant 1, 
mRNA /cds=(331, 1983) 

od15g01.s1 cDNA 
/clone=IMAGE:1366048 

integrin, beta 2 (antigen CD18 (p95), 
lymphocyte function-associated antigen 
1; macrophage antigen 1 (mac-1) beta 
subunit) (ITGB2), mRNA 
/cds=(72,2381) 

Janus kinase 3 (a protein tyrosine 
kinase, leukocyte) (JAK3), mRNA 
/cds=(95,3469) 

figase I, DNA, ATP-dependent (UG1), 
mRNA /cds=(1 20,2879) 
MHC class II transactivator (MHC2TA), 
mRNA /cds=(1 38,3530) 
mutL (E. coli) homolog 1 (colon cancer, 
nonpolyposis type 2) (MLH1), mRNA 
/Cds=(21.2291) 

mutS (E. coli) homolog 2 (colon 
cancer, nonpolyposis type 1) (MSH2), 
mRNA/cds=(68,2872) 
nucleoside phosphorylase (NP), mRNA 
/cds=(109,978) 

Niemann-Pick disease, type C1 
(NPC1), mRNA /cds=(1 23,3959) 
pyruvate dehydrogenase (lipoamide) 
alpha 1 (PDHA1), mRNA 
/cds={105,1277) 

phosphogtycerate kinase 1 (PGK1), 
mRNA /cds=(79,1 332) 
phosphorylase kinase, gamma 2 
(testis) (PHKG2), mRNA 
/cds=(93,1313) 

paraoxonase 2 (PON2), mRNA 
/cds=(32,1096) 

palmitoyl-protein thioesterase 1 (ceroid- 
lipofuscinosis, neuronal 1, infantile) 
(PPT1), mRNA /cds=(1 3,933) 



Hs.74621 NM_000311 4506112 prion protein (p27-30) (Creutzfeld- 

Jakob disease, Gerstmann-Strausler- 
Scheinker syndrome, fatal familial 
insomnia) (PRNP). mRNA 
/cds=(49,810) 
1 325951 5 survival of motor neuron 1 , telomeric 
(SMN1), transcript variant d, mRNA 
/cds=(163,1047) 
4557852 SRY (sex determining region Y)-box 9 
(campomelic dysplasia, autosomal sex- 
reversal) (SOX9) 
4507466 transforming growth factor, beta- 
induced, 68kD (TGFBl), mRNA 
/cds=(47 t 2098) 
4507482 Thrombomodulin 



Hs.1 18787 NMJXI0358 



Hs.2030 NM__000361 

Hs.83848 NMJJ00365 4507644 

Hs.1 23078 NMJ)00369 4507700 

Hs.75593 NM 000375 4557872 



1936 db mining Hs.2157 NMJW0377 4507908 



Hs.250 NMJW0379 
Hs.1 92803 NM_000380 

Hs.179565 NM 000389 



1940 Table 3A Hs.83942 NM_000396 



9257259 
4507936 

11386202 

4503150 



triosephosphate isomerase 1 (TPI1), 
mRNA/cds=(34,783) 
thyroid stimulating hormone receptor 
(TSHR), mRNA /cds=(1 00,2394) 
uroporphyrinogen III synthase 
(congenital erythropoietic porphyria) 
(UROS), mRNA /cds={1 96,993) 
Wiskott-Aldrich syndrome (eczema- 
thrombocytopenia) (WAS), mRNA 
/cds=(34,1542) 

xanthene dehydrogenase (XDH), 
mRNA /cds=(81 ,4082) 
xeroderma pigmentosum, 
complementation group A (XPA), 
mRNA/cds=(26,847) 
cycfirwiependent kinase inhibitor 1 A 
(p21,Cip1)(CDKN1A), mRNA 
/cds=(75,569) 

cathepsin K (pycrtooysostosts) (CTSK), 
mRNA/cds=(129,1118) 



PCT7US01/47856 



TATTG GAGGACTCCCTCC CAGCTTTG 
GAAGGGTCATCCGCGTGTGTGTGT 

ATACAAAGCAAACAAACTCAAGTTAT 
GTCATACCTTTGGATACGAAGACC 

ATCTACCCTCCGATTGTTCCTGAACC 
GATGAGAAATAAAGTTTCTGTTGA 
CATGGAGACTTGAGGAGGGCTTGAG 
GTTGGTGAG GTTAGGTG CGTGTTTC 



GCCCAAAGAAGCAAGGAACCAAATTT 
AAGACTCTCGCATCTTCCGAACCC 

CCGGAGTCTG GGATTCATCCCGTGAT 

TTCTTTCAATAAATAATTATTGGA 

GCAATGGCAGCCTTGGCAAACGCTA 

AATGAAAATCGTGACAACACTTGTG 

AGTGTTGGTAG C ACTTAAGACTTATA 

CTTGCCTTCTGATAGTATTCCTTT 

AACTGAGGACTGTTTG C AATTGACAT 
AGGCAATAATAAGTGATGTGCTGA 

GGG CTCAGTTCTGCCTTATCTAAATC 
ACCAGAGACCAAACAAGGACTAAT 
GGCATGAAATGAGGGACAAAGAAAG 
CATCTCGTAGGTGTGTCTACTGGGT 
TCTTG GAAACTTC CATTAAGTGTGTA 
GATTGAG CAGGTAGTAATTG CATG 

ACTACTC AG CATGGAAACAAGATGAA 
ATTCCATTTGTAGGTAGTGAGACA 
CACTAATGATCCTGCTACCCTCTTGA 
AGACCAGCCCGGTACCTCTCTCCC 

GTGACCTCACTTCTGGCACTGTGACT 
ACTATGGCTGTTTAGAACTACTGA 
AAGCCTTATTCTTCAACTAAAAGATGA 
GGATTAAGAGCAAGAAGTTGGGG 



G CACTGAATCGTTTCATGTAAG AATC 
CAAAGTGGACACCATTAACAG GTC 



GGTG CTC ACATTCCTTAAATTAAGGA 
GAAATGCTGGCATAGAGCAGCACT 

CTTTT GTTCT CTCCGT GAAACTT ACCT 
TTCCC 1 1 1 1 ICTTTCTCI 1 1 1 1 1 

TGGTATGTAGAG CTTAGATTTCCCTA 
TTGTGACAGAGCCATGGTGTGTTT 

TGGAGATAATCTAGAACAC AG GCAAA 

ATCCTTGCTTATGACATCACTTGT 

GTGCCTCTGTGCTGTGTATGTGAACC 

ACCCATGTGAGGGAATAAACCTAG 

TGCAAACGGTTTTGTAAGTTAACACT 

ACACTACTCACAATGGTAGGGGAA 

CCTGTGCCCAGCAGGAAGGAAGTCA 

AATAAACCACACTGACTACCTGTGC 

CCCAACAATCCCAAGGCCCTTTTTAT 
ACAAAAATTCTGAGTTCTCTTCAC 

TGTCTGTTTTAATCATGTATCTG G AAT 
AGGGTCGGGAAGGGTTTGTG CTA 
CACGATGGTGGAAACAGTGGGGAAC 
TACTGCTGGAAAAAGCCCTAATAGC 

CCCTGGAGGCACTGAAGTGCTTAGT 
GTACTTGGAGTATTGGGGTCTGACC 

ACAAGTTTACATGATAAAAAGAAATGT 
GATTTGTCTTCC CTTCTTTG C AC 
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Table 8 



1941 


Table 3A 


Hs.88974 


NMJQ00397 


6996020 


1942 


Table 3A 


Hs.1 395 


NMJTO0399 


9845523 


1943 


Table 3A 


Hs. 180866 


NM_000416 


4557879 


1944 


Table 3A 


Hs.1724 


NMJJ00417 


4557666 


1945 


Table 3A 


Hs.75545 


NMJM0418 


4557668 


1946 


Table 3A 


Hs.785 


NMJW0419 


6006009 


1947 


Table 3A 


Hs.77318 


NM_000430 


6031206 


1948 


Table 3A 


Hs.949 


NM 000433 


4557786 


1949 


Table 3A 


Hs.78146 


NMJJ00442 


4505706 


1950 


db mining 


Hs.166891 


NM_000449 


4557842 


1951 


Table 3A 


Hs.75428 


NM_000454 


4507148 


1952 


Table 3A 


Hs.83918 


NMJW0480 


4502078 


1953 


Table 3A 


HS-88251 


NMJJQ0487 


7262293 


1954 


Table 3A 


Hs.663 


NM_000492 


6995995 


1955 


Table 3A 


Hs.273385 


NM_000516 


8659565 


1956 


Table 3A 


Hs.1 55376 


NM 000518 


13788565 


1957 


Table 3A 


Hs.1 19403 


NM_000520 


13128865 


1958 


Table 3A 


Hs.51043 


NMJTO0521 


13128866 


1959 


literature 


Hs.1 11749 


NM_000534 


11496979 


1960 


literature 


HS.177548 


NMJH0535 


11125773 


1961 


db mining 


Hs.301461 


NM 000538 


4506500 


1962 


literature 


Hs.1 50477 


NM 000553 


5739523 


1963 


Table 3A 


Hs.82212 


NM_00O560 


10834971 


1964 


Table 3A 


Hs.77424 


NMJ300566 


10835132 


1965 


literature 


Hs.334687 


NM_000569 


12056966 


1966 


Table 3A 


Hs.1 369 


NMJ500574 


10835142 


1967 


Table 3A 


Hs.1 722 


NMJJ00575 


13236493 


1968 


Table 3A 


Hs.1 28256 


NM_000576 


10835144 


1969 


literature 


Hs.54443 


NM_000579 


4502638 



cytochrome b-245, beta polypeptide 1 

(chronic granulomatous disease) 

(CYBB), mRNA/cds=(14.1726) 

early growth response 2 (Krox-20 1 

(Drosophila) homolog) (EGR2), mRNA 

/cds=(338,1768) 

interferon gamma receptor 1 (1FNGR1), -j 
mRNA/cds={43,1512) 

interteukln 2 receptor, alpha (IL2RA), 1 
mRNA/cds=(159,977) 

interleukin 4 receptor (IL4R), mRNA 1 
/cds=(175,2652) 

integrin, alpha 2b (platelet glycoprotein 1 
lib of llb/H!a complex, antigen CD41B) 
(ITGA2B), mRNA/cds=(32,3151) 

platelet-activating factor 1 
acetylhydrolase, isofbrm ib, alpha 
subunit(45kD){PAFAHlB1), mRNA 
^$=(555,1787) 

neutrophil cytosolic factor 2 (65kD, 1 
chronic granulomatous disease, 
autosomal 2) (NCF2), mRNA 
/cds=(67,1647) 

platelet/endothellal cell adhesion 1 

molecule (CD31 antigen) (PECAM1), 

mRNA/cds=(141,2357) 

regulatory factor X, 5 (influences HLA 1 

class II expression) (RFX5), mRNA 

/cds=(161,2011) 

superoxide dismutase 1 , soluble 1 

(amyotrophic lateral sclerosis 1 (aduft)) 

(SOD1), mRNA /cds=(0 ,464) 

adenosine monophosphate deaminase 1 

(isofbrm E) (AMPD3), mRNA 

/cds=(344.2674) 

arylsulfatase A (ARSA), mRNA 1 
/Cds=(375,1898) 

cystic fibrosis transmembrane 1 
conductance regulator, ATP-binding 
cassette (sub-family C, member 7) 
(CFTR), mRNA /cds=(1 32,4574) 
guanine nucleotide binding protein (G 1 
protein), alpha stimulating activity 
polypeptide 1 (GNAS1), mRNA 
/cds=(68,1252) 

hemoglobin, beta (HBB), mRNA 
/cds=(50,493) 

hexosaminidase A (alpha polypeptide) 
(HEXA), mRNA/cds=(26,1615) 



(HEXB), mRNA /cds=(75, 1745) 
postmeiotic segregation increased (S. 
cerevisiae) 1 (PMS1), mRNA 
/Cds=(80,2878) 

postmeiotic segregation increased (S. 
cerevisiae) 2 (PMS2), mRNA 
/cds*(24,2612) 
601B45227F1 cDNA.S'end 
/clone=IMAGE4070407 /clone end=5* 



Werner syndrome (WRN), mRNA 1 
/cds=(231,4529) 

CD53 antigen (CD53), mRNA 1 
/cds=(93,752) 

Fc fragment of IgG, high affinity la, 1 
receptor for (CD64) (FCGR1A), mRNA 
/cds=(0.1124) 

Fc fragment of IgG, low affinity Ilia, 1 
receptor for (CD16) (FCGR3A), mRNA 
/cds=(33,797) 

decay accelerating factor for 1 
complement (CD55, Cromer blood 
group system) (DAF), mRNA 
/cds=(65,1210) 

interteukln 1, alpha (IL1A), mRNA 1 
/cds=(36.85l) 

Interleukin 1 , beta (IL1 B), mRNA 1 
/cds=(86,895) 

chemokine (C-C motif) receptor 5 1 
(CCR5), mRNA /cds=(357,1415) 
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TTGTATGTGAATAATTCTAG CGGG GG 
ACCTGGGAGATAATTCTACGGGGA 

ATCTATTCTAACGCAAAACCACTAACT 
GAAGTTCAGATATAATGGATGGT 

GTAACGGAACATATCCAGTACTCCTG 
GTTCCTAGGTGAGCAGGTGATGCC 
ACTAATTTGATGTTTACAGGTGGACA 
CACAAGGTGCAAATCAATG CGTAC 
TGTGTGTTTTAGTTTCATCACCTGTTA 
TCTGTGTTTGCTGAGGAGAGTGG 
TTGGAGCTGTTCCATTG GGTCCTCTT 
G GTGTC GTTTCCCTCCCAACAGAG 



ATTTGTTGCTCTCAGACTGTGTAAAA 
CAAAATTTATTCATGTTTTCTGCA 



CTGAACCATTACTGTAATTGGCTCTT 
AAGGCTTGAAGTAACCTTATAGGT 



GCTAAGCTGCCGGTTCTTAAATCCAT 
CCTG CTAAGTTAATGTTGGGTAGA 

TGTAACCAATAAATCTGTAGTGACCT 
TACCTGTATTCCCTGTGCTATCCT 

ACATTCCCTTGGATGTAGTCTGAGGC 
CCCTTAACTCATCTGTTATCCTGC 

ATTTCTCCCTTATCTACTGTGATGACT 
TCAGAAGATACAATGGTCCCAGG 

TGTCTGGAGGGGGTTTGTGCCTGATA 
ACGTAATAACAC CAGTG GAGACTT 
ACACTGCCTTCTCAACTCCAAACTGA 
CTCTTAAGAAGACTG C ATTATATT 



AGATGTTCCAAAT7TAGAAAGCTTAA 
GGCGGCCTACAGAAAAAGGAAAAA 



AAGTCCAACTACTAAACTGGGG GATA 
TTATGAAGGGCCTTGAGCATCTGG 
ATCCACCTCCCTCCCCTAGAGCTATT 
CTCCTTTGGGTTTCTTGCTGCTGC 

AAAAGGCCACAGCAATCTGTACTACA 
ATCAACTTTATTTTGAAATCATGT 
G ATTAG TTAC CATTGAAATTGGTTCT 
GTCATAAAACAGCATGAGTCTGGT 

AAAAATACACATCACACCCATTTAAAA 
GTGATCTTGAGAACCTTTTCAAA 

ACAG CAACAGCTATTAAATCAGCAAG 
TTTTGGAGCAAAGACAACAGCAGT 

TGACCAGGGCAGTGAAAATGAAACC 

GCATTTTGGGTGCCATTAAATAGGG 

CAATTTCTTTATTAG AG GGCCTTATTG 

ATGTGTTCTAAGTCTTTCCAGAA 

AGAGCTGAAATGTCAGGAACAAAAAG 

AAGAACAGCTGCAGGAAGGGGTGC 

GGTAATAAGAGCAGTAGCAGCAGCAT 
CTCTGAACATTTCTCTG GATTTGC 

AGAGTTTGGAAAAAGCCTGTGAAAGG 
TGTCTTCTTTGACTTAATGTCTTT 



GTATGGTAGATTCAAATGAACCACTG 
AAAAGG CATTTAGTTTCTTGTC C C 
AG CTATGGAATCAATTCAATTTG GAC 
TG GTGTG CTCTCTTTAAATCAAGT 
GCTCTTAAGTTGTG GAGAGTG CAA CA 
GTAGCATAGGACCCTACCCTCTGG 
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NM_000619 
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1982 


Table 3A 


Hs:194778 


NM_000634 


4504680 


1983 


Table 3A 


Hs. 31 8885 


NM_000636 


10835186 


1984 


Table 3A 


Hs.2007 


NM_000839 


4557328 


1985 


Table 3A 


Hs.82848 


NM_000655 


5713320 


1986 


Table 3A 


Hs.1103 


NM_0006BO 


10863872 


1987 


Table 3A 


Hs.157850 


NM_000681 


4506664 


1988 


Table 3A 


Hs.89499 


NMJ)00698 


4502056 


1989 






mm nnmnn 


4502100 


1990 


db mining 


Hs.89485 


NM_000717 


9951925 


1991 


Table 3A 


Hs.97087 


NM.000734 


4557430 


1992 


db mining 


Hs.28408 


NM_000752 


4505032 


1993 


Table 3A 


Hs.2175 


NM.000760 


4503080 


1994 


literature 


Hs.82568 


NMJXHJ784 


13904863 


1995 


Table 3A 


Hs.709 


NM_000788 


4503268 


1996 


Table 3A 


Hs.150403 


NMJW0790 


4503260 


1997 


Table 3A 


Hs.83765 


NMJXJ0791 


7262376 


1998 


Table 3A 


Hs.179661 


NM_000801 


4503724 



Table 8 



(osteopontin, bone sialo protein I, earty T- 
lymphocyte activation 1) (SPP1), mRNA 
/cds=(87,989) 
interieukin 8 (IL8), mRNA 
/cds=(74,373) 

interieukin 15 (IL15), mRNA 
/cds=<316,804) 

interieukin 2 (IL2), mRNA 
/cds=(47,517) 

interieukin 3 (colony-stimulating factor, 
multiple) (IL3), mRNA/cds=(9.467) 

interieukin 4 (1L4), mRNA 
/cds=(65,526) 

CD14 antigen (CD14), mRNA 
/cds=(119,1246) 

transporter 1, ATP-binding cassette, 
sub-family B (MDR/TAP) (TAP1), 
mRNA/cds=(30,2456) 
tumor necrosis factor (TNF 
superfamBy, member 2) (TNF), mRNA 
/cds=(85,785) 

CD59 antigen p18-20 (antigen 
identified by monodonai antibodies 
16.3A5, EJ16, EJ30, EL32 and G344) 
(CD59), mRNA/cds=(29,415) 

interferon, gamma (IFNG), mRNA 
/cds=(1 08,608) 

integrin, alpha M (complement 
component receptor 3, alpha; also 
known as CD11b (p170), macrophage 
antigen alpha polypeptide) (TTGAM). 
mRNA/cds=(75,3533) 
interieukin 8 receptor, alpha (IL8RA), 
mRNA/cds=(100,1152) 
superoxide dismutase 2, mitochondrial 
(SOD2), mRNA /cds=(4,672) 

tumor necrosis factor (ligand) 
superfamily, member 6 (TNFSF6), 
mRNA/cds=(157 ? 1002) 
selectin L (lymphocyte adhesion 
molecule 1)(SEUL), mRNA 
/cds=(88,1206) 

transforming growth factor, beta 1 
(TGFB1), mRNA/cds=(841,2016) 

Homo sapiens, clone MGC:15545 
IMAGE:3050745, mRNA, complete cds 
/cds=(1 045,1623) 

arachidonate 5-lipoxygenase (ALOX5), 
mRNA /cds=(44, 2068) 
annexin A1 (ANXA1), mRNA 
/cds=(74,1114) 

carbonic anhydrase IV (CA4), mRNA 
/cds=(46,984) 

CD3Z antigen, zeta polypeptide (TiT3 
complex) (CD3Z), mRNA 
/cds=(178,669) 

leukotriene b4 receptor (chemokine 
receptor-like 1) (LTB4R), mRNA 
/cds=(1717,2775) 

colony stimulating factor 3 receptor 
(granulocyte) (CSF3R), mRNA 
/cds=(169,2679) 

cytochrome P450, subfamily XXVIIA 
(steroid 27-hydroxytase, 
cerebrotendinous xanthomatosis), 
polypeptide 1 (CYP27A1), mitochondrial 
protein encoded by nuclear gene, 
mRNA /cds=(201 ,1796) ■ 

deoxycytidine kinase (DCK), mRNA 
/cds=(159,941) 

dopa decarboxylase (aromatic L-amino 
acid decarboxylase) (DDC), mRNA 
/cds=<69,1511) 

dihydrofolate reductase (DHFR), 
mRNA /cds=(479,1 042) 

Homo sapiens, tubulin, beta 5, clone 
MGC:4029 IMAGE3617988, mRNA, 
complete cds /cds=(1705,3039) 
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GAATTTG GTGGTGTC AATTG CTTATTT 
GTTTTC CCAC G GTTGTCCAG C AA 



1 AAAACAGCCAAAACTCCACAGTCAAT 

ATTAGTAATTTCTTGCTG GTTGAA 
1 TAGGATTTG7TTAAGG GTGATAGTCA 

AATTATGTATTGGTGGGGCTGGGT 
1 GCAGATGAGACAGCAACCATTGTAGA 

ATTTCTGAACAGATGGATTA C CTT 
1 TCTAATTTCTGAAATGTG CAGCTCCC 

ATTTGGCCTTGTGCGGTTGTGTTC 

1 ACCAGAGTACGTTGGAAAACTTCTTG 
GAAAGGCTAAAGACGATCATGAGA 

1 TGAGGACTTTTCGACCAATTCAACCC 
TTTGCCCCACCTTTATTAAAATCT 

1 GCTGGCCCATAAACACCCTGTAGGTT 
CTTGATATTTATAATAAAATTGGT 

1 CCCAGGGAGTTGTGTCTGTAATCGG 
CCTACTATTCAGTGGCGAGAAATAA 

1 TGATCTTGGCTGTATTTAATGGCATA 
GGCTGACTTTTGCAGATGGAGGAA 



1 TTGTTGACAACTGTGACTGTACCCAA 
ATG GAAAGTAACTC ATTTGTTAAA 

1 GTCAAGATTGTGTTTTGAGGTTTCCT 
TCAGACAGATTCCAGGCGATGTGC 



1 TC ACCAGTCCCTCCCCAAATG CTTTC 
CATGAGTTGCAG I 1 1 1 I ICCTAGT 

1 TACTTTGGGGACTTGTAGGGATGCCT. 
TTCTAGTCCTAltCTATTGCAGTT 

1 CCATCGGTGAAACTAACAGATAAGCA 
AGAGAGATGTTTTG G GGACTCATT 

1 AGCTCCTCTTCCTGGCTTCTTACTGA 
AAGGTTACCCTGTAACATGCAATT 

1 CACCAGGAACCTGCTTTAGTGGGGG 
ATA GTGAAG AAGACAATAAAAGATA 

1 GGCTACAGAAAGAAGATGCCAGATG 
ACACTTAAGACCTACTTGTGATATT 

1 GCATTTCCACACCAAGCAGCAACAGC 

AAATCACGACCACTGATAGATGTC 
1 TCCCCAAACCATAAAACCCTATACAA 

GTTGTTCTAGTAACAATACATGAG 
1 GCTTCCGGTCCTTAGCCTTCCCAGGT . 

GGGACTTTAGGCATGATTAAAATA 
1 TGCTATTGCCTTCCTATTTTGCATAAT 

AAATGCTTCAGTG AAAATG CAG C 

1 GGAAGAAGAG GGAGAGATGGAGCAA 
AGTGAGGGCCGAGTGAGAGCGTGCT 

1 ATCCAGCCCCACCCAATGGCCTTTTG 
TGCTTGTTTCCTATAACTTCAGTA 

1 CTCAGCTAAAAGGC CACCCCTTTATC 
GCATTGCTGTCCTTGGGTAGAATA 



1 ACCTTATGAACTACAGTGGAGCTACA 
CTCATTGAAATGTAATTTCAGTTC 

1 TCCAGGGCAATCAATGTTCACGCAAC 
TTGAAATTATATCTGTGGTCTTCA 

1 GCCAGATTTGGGGCATTTG GAAAGAA 
GTTCATTGAAGATAAAGCAAAAGT 

1 CTGCACCCTTCCCCCAGCACCATTTA 
TGAGTCTCAAGTTTTATTATTGCA 
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1999 


Table 3A 


Hs.324784 


NM__000817 


4503872 


2000 


Table 3A 


Hs.11899 


NM.000859 


4557642 


2001 


literature 


Hs.1 570 


NM_000861 


13435403 


2002 


Table 3A 


Hs.83733 


NMJJ00873 


10433041 


2003 


Table 3A 


Hs.82112 


NM_000877 


4504658 


2004 


Table 3A 


Hs.75596 


NM_000878 


4504664 


2005 


Table 3A 


Hs.2247 


NM_000879 


4504670 


2006 


db mining 


Hs.72927 


NM_000880 


4504676 


2007 


literature 


Hs.673 


NM_000882 


4504638 


2008 


Table 3A 


Hs.75432 


NMJ)0Q884 


4504688 


2009 


Table 3A 


Hs.40034 


NM_000885 


6006032 


2010 


Table 3A 


Hs.51077 


NMJJ00887 


6006014 


2011 


Table 3A 


HS.1741 


NMJ)00889 


4504776 


2012 


Table 3A 


Hs.81118 


NM_000895 


4505028 


2013 


literature 


Hs.456 


NM_000897 


4505040 


2014 


Table 3A 


Hs.171880 


NMJJ00937 


14589948 


2015 


Table 3A 


Hs.183842 


NMJ)00942 


4758949 


2016 


Table 3A 


Hs.74519 


NMJJ00947 


4506052 


2017 


Table 3A 


Hs.1 99248 


NM_000958 


4506258 


201 B 


Table 3A 


Hs.1 99248 


NM_000958 


4506258 


2019 


Table 3A 


Hs.250505 


NM_000964 


4506418 


2020 


Table 3A 


Hs.119598 


NM_000967 


4506648 


2021 


Table 3A 


Hs.174131 


NMJW0970 


4506656 


2022 


Table 3A 


Hs.153 


NM_000971 


4506658 


2023 


Table 3A 


Hs.99858 


NM_000972 


4506660 


2024 


Table 3A 


Hs.178551 


NMJ)00973 


4506662 



2025 


Table 3A 


Hs.179943 


NMJJ00975 


2026 


Table 3A 


Hs.180842 


NM_000977- 


2027 


Table 3A 


Hs.234518 


NMJJ00978 


2028 


Table 3A 


Hs.75458 


NWL00D979 


2029 


Table 3A 


Hs.272822 


NM_000981 


2030 


Table 3A 


Hs.184108 


NM_000982 


2031 


Table 3A 


Hs.326249 


NM_000983 


2032 


Table 3A 


Hs.326249 


NMJJ00983 



Table 8 

glutamate decarboxylase 1 (brain. 
67kD) (GA01), transcript variant 
GAD67, mRNA/cds=(550,2334) 
3^ydroxy-3^ethylglutaryl-Coenzyrne 
A reductase (HMGCR), mRNA 
/cds=(50,2716) 

histamine receptor H1 (HRH1), mRNA 
/cds=(178,1641) 
CDNAFU1 1724 ns. clone 
H EM BA 1005331 /cds= UN KNOWN 
interleukin 1 receptor, type I (IL1 R1), 
mRNA/cds={82,1791) 
Interleukin 2 receptor, beta (IL2RB), 
mRNA/cds={131.1786) 
interleukin 5 (colony-stimulating factor, 
eosinophil) (IL5), mRNA /cds=(44,448) 

interleukin 7 (IL7). mRNA 
/cds=(384,917) 

interleukin 12A (natural killer cell 
stimulatory factor 1, cytotoxic 
lymphocyte maturation factor 1, p35) 
(IL12A), mRNA/cds=(169,828) 
IMP (inosine monophosphate) 
dehydrogenase 2 (IMPDH2), mRNA 
/cds=(47,1591) 

integrin, alpha 4 (antigen CD49D, 
alpha 4 subunlt of VLA-4 receptor) 
(ITGA4), mRNA /cds=(1 151,4267) 
integrin, alpha X (antigen CD11C 
(p150), alpha polypeptide) (rrGAX), 
mRNAycds=(58,3549) 
integrin, beta 7 (ITGB7), mRNA 
/cds=(151,2547) 

leukotriene A4 hydrolase (LTA4H), 
mRNA /cds=(68,1 903) 
leukotriene C4 synthase (LTC4S), 
mRNA/cds=(96,548) 
polymerase (RNA) II (DNA directed) 
polypeptide A (220kD) (POLR2A), 
mRNA/cds=(386,6298) 
ubiquitin B (UBB), mRNA 
/cds=(94,783) 

primase, polypeptide 2A (58kD) 
(PRM2A), mRNA/cds=(87,1616) 
prostaglandin E receptor 4 (subtype 
EP4) (PTGER4). mRNA 
/cds={388,1854) 

prostaglandin E receptor 4 (subtype 
EP4) (PTGER4), mRNA 
/cds={388 I 1854) 

retinolc acid receptor, alpha (RARA), 
mRNA/cds=(102,1490) 

ribosomal protein L3 (RPL3), mRNA 
/cds=(6,1217) 

ribosomal protein L6 (RPL8), mRNA 
/cds=<26,892) 

ribosomal protein L7 (RPL7), mRNA 
/cds=(1 0,756) 

ribosomal protein L7a (RPL7A), mRNA 
/cds=(31,831) 

ribosomal protein L8 (RPL8), mRNA 
/cds=(43,816) 



4508594 ribosomal protein L1 1 (RPL1 1), mRNA 
/cds=(0,536) 

4506598 ribosomal protein L1 3 (RPL1 3), mRNA 

/cds=(51,686) 
14591907 ribosomal protein L23 (RPL23) 

4506606 ribosomal protein L1 8 (RPL1 8), mRNA 

/cds=(15,581) 
4506608 RuvB (E coii homolog)-like 1 

(RUVBL1), mRNA/cds=(76,1448) 
4506610 ribosomal protein L21 (gene or 

pseudogene) (RPL21), mRNA 

/cds=(33,515) 
4506612 ribosomal protein L22 (RPL22), mRNA 

/cds=(51,437) 
4506612 ribosomal protein L22 (RPL22), mRNA 

/cds=(51,437) 
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TTTTGAAGAAGGGAAATTCACACTGT 
GCGTTTTGAGTATG CAAGAAGAAT 

TGTTGTGAC! I I I I AGCCAGTGACTTT 
TTCTGAG CTTTTCATGGAA GTG G 

ACTTCACACAGACAAGTGGCTAAGTG 
TC CATTATTTAC CTTGAACAATCA 
ACAG C CAACTG GAAAGATATAAAAGT 
TTGGGTCTGTCTCCTCTCCTTCAG 
ATTAAAGCAC C AAATTCATGTACAG C 
ATGCATCACG GATCAATAGACTGT 
ATGGAAATTGTATTTGCCTTCTCCACT 
TTGG GAGG CTCCGACTTCTTGGG 
TCAGAG G G AAAGTAAATATTTCAG G C 
ATACTGACACTTTGCCAGAAAGCA 

GTGTAACACAGTG C CTTC AATAAATG 
GTATAGCAAATGTTTTGACATGAA 
TGGGACTATTACATC CACATGATACC 
TCTGATCAAGTATTTTTGACATTT 



CATTCGTATGAGAAGCGG CTTTTCTG 
AAAAGGGATCCAGCACACCTCCTC 

CTTCAGACTGAACATGTACACTGGTT 
TGAGCTTAGTGAAATGACTTCCGG 

TTTAAATGTTTGTGTTAATACACATTA 
AAAGATCGCACAAAAAC GATGCA 

GCAACCTTGCATCCATCTGGGCTACC 
CCACCCAAGTATACAATAAAGTCT 
TG CTGGTGGGGAAAG ACTTAAAAGTG 
GATTAAAGACCTGCGTATTGATGA 
AG GG G CGCTCGCTTC CGCATCCTAG 
TCTCTATCATTAAA GTTCTAGTGAC 
AG CTGATCCTCGGGAAGAACAAAGCT 
AAAGCTGCCTTTTGTCTGTTATTT 

CACAGGCCCATGGACTCACTTTTGTA 

ACAAACTCCTACCAACACTGACCA 

AGGAGGAGTTTCTATTAAAATCTGTC 

ACTTGAGTGATGTCATTTAAGTCC 

CCTGTG C AATAG ACACATACATGTCA 

CATTTAGCTGTGCTCAGAAGGGCT 

CCTGTGCAATAGACACATACATGTCA 
CATTTAGCTGTGCTCAGAAGGGCT 

TGCACCTGTTACTGTTGGGCTTTCCA 

CTGAGATCTACTGGATAAAGAATA 

AAGAAGGAGCTTAATGCCAGGAACA 

GATTTTGCAGTTGGTG GGGTCTCAA 

AGGG CTACCTGCGATCTGTGTTTGCT 

CTGACGAATGGAATTTATCCTCAC 

CCATGATTATTTTTCTAAGCTGGTTG 

GTTAATAAACAGTACCTGCTCTCA 

AAAGGCTAAAGAACTTGCCACTAAAC 

TGGGTTAAATGTACACTGTTGAGT 

GGAACCAAGACTGTGCAG GAGAAAG 

AGAACTAGTGCTGAGGGCCTCAATA 

TG GTTCCAG CAGAAGTATGATG G GAT 

CATCCTTCCTGGCAAATAAATTCC 

TTGGTTGTTTGGTTAGTGACTGATGT 

AAAACG GTTTTCTTGTGGGGAGGT 

ATGCTGGCAGCATTGCATGATTCTCC 

AGTATATTTGTAAAAAATAAAAAA 

CGGGCCAGCCGAGGCTACAAAAACT 

AAC CCTG GATCCTACTCTCTTATTA 

ACCTCCCACTTTGTCTGTACATACTG 

GCCTCTGTGATTACATAGATCAGC 

TTCAACTAAAGCGCCACCTGCTCCAC 

CCAGAGAAGCACACTTTGTGAGAA 

TTG GAAATCATAGTCAAAGGGCTTCC 
TTGGTTCGCCACTCATTTATTTGT 
TTG GAAATCATAGTCAAAGGGCTTCC 
TTGGTTCGCCACTCATTTATTTGT 
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HS. 184776 


Kit. a nnnaaA 


2034 


Table 3A 


Hs.82202 


>iii nnnQDC 
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HS.1 84582 


NM_0U09Bo 
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Hs.1 11611 
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table 3A 


HS.76QS4 


NM_00D99O 


2039 


Table 3A 


l*_ A ft A t\A A 

Hs.1 64014 


NM_000993 


2040 


Table 3A 


• Hs. 169793 


NM_000994 


2041 


Table 3A 


Hs.289093 


NMJ)00996 


2042 


Table 3A 


Hs.179779 


NMJJ00997 


2043 


Table 3A 


Hs.5566 


NMJJ00998 


2044 


Table 3A 


Hs.300141 


NMJJ01000 


2045 


Table 3A 


Hs.1 19500 


NM_001004 


2046 


Table 3A 


Hs: 1551 01 


NM_0010D8 


2047 


Table 3A 


1 l_ a Of\f\A A 

Hs.1 80911 


NM__001008 


2048 


Table 3A 


Hs.76194 


NMJ)01009 
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Table 3A 


Hs.301547 


NMJJ01011 
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Li_ At n <m a f% 

Hs.1 82740 


kill 

NM_001015 


2051 


Table 3A 


HS.165590 


NMJJ01017 


2052 


Table 3A- 


Hs.80617 ' 


NMJJ01020 


2053 


Table 3A 


Hs.5174 


NM_001021 


2054 


Table 3A 


. Hs.298262 


NMJJ01022 


2055 


Table 3A 


Hs.1 82979 


NMJJ01024 


2056 


Table 3A 


Hs.182979 


NMJJ01024 


2057 


Table 3A 


Hs.251664 


NMJ0O1O25 


2058 


Table 3A 


Hs.1 60450 


NM_001026 


2059 


Table 3A 


Hs.1 13029 


NMJJ01028 


2060 


Table 3A 


Hs.539 


NMJJ01032 


2061 


Table 3A 


Hs.2934 


NMJXH033 


2062 


Table 3A 


Hs.1 721 29 


NM__001046 


2063 


Table 3A 


Hs.256278 


nmjjoio68 
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literature 


Hs.1 56346 


NMJJ01067 
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Table 3A 


Hs.174140 
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Table 3A 
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db mining 
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Table 8 

4506614 ribosomal protein L23a (RPL23A), 

mRNA/cds=(23,493) 
14591 906 ribosomal protein L17 (RPL17), mRNA 

/cds=(286,840) 
4506618 ribosomal protein L24 (RPL24), mRNA 

/cds=(39,512) 
4506620 kinesin family member 5A(KIF5A), 

mRNA/cds=(148,3246) 
4506622 ribosomal protein L27 (RPL27), mRNA 

/cds=(17,427) 
14141189 ribosomal protein L27a (RPL27A), 

mRNA /cds=(22,468) 
4506632 ribosomal protein L31 (RPL31), mRNA 

/cds=(7,384) 
4506634 ribosomal protein L32 (RPL32), mRNA 

/cds=(34,441) 
4506638 cDNAFLM 1509 fis, clone 

HEMBA1002166 /cds=UNKNOWN 
4506640 ribosomal protein L37 (RPL37), mRNA 

/cds=(28,321) 
4506642 ribosomal protein L37a (RPL37A), 

mRNA/cds=(17,295) 
4506646 CDNAFU14163 fis, clone 

• NT2RP1 000409 /cds=UNKNOWN 
4506670 ribosomal protein, large P2 (RPLP2), 

mRNA/cds=(74,421) 

4506722 mRNA for K1AA1578 protein, partial 

cds/cds=(0,3608) 
4506726 ribosomal protein S4, Y-linked 

(RPS4Y), mRNA/cds=(12,803) 
13904869 ribosomal protein S5 (RPS5), mRNA 

/Cds=(53,667) 
4506740 ribosomal protein S7 (RPS7), mRNA 

/cds=(81,665) 
14277698 ribosomai protein S1 1 (RPS1 1), mRNA 

/cds=(33,509) 
14591910 ribosomal protein S13 (RPS13), mRNA 

/Cds=(32,487) 

14591912 ribosomal protein S16 (RPS16), mRNA 
/Cds=(52,492) 

14591 913 ribosomal protein S17 (RPS17), mRNA 
/cds=(25,432) 

14591914 ribosomal protein S19(RPS1 9), mRNA 
/cds=(69,506) 

14670385 CDNA: FLJ22838 fis, clone KAIA4494, 
highly similar to HUML12A ribosomal 
protein L12 mRNA /cds=UN KNOWN 

14670385 cDNA: FLJ22838 fis, clone KAIA4494, 
highly similar to HUML12A ribosomal 
protein L12 mRNA /cds=UNKNOWN 

1 47901 42 DNA for insulin-fike growth factor tl 

(IGF-2); exon 7 and additional ORF 

/cds=(0.233) 
14916502 ribosomal protein S24 (RPS24), 

transcript variant 1 , mRNA 

/cds=<37 1 429) 
14591916 ribosomal protein S25 (RPS25), mRNA 

/cds=(63,440) 
13904868 ribosomal protein S29 (RPS29), mRNA 

/cds=(30,200) 
4506748 ribonucleotide reductase M1 

polypeptide (RRM1), mRNA 

/cds=(187,2565) 
4506974 cDNA: FLJ21409 fis, clone COL03924 

/cds=UNKNOWN 
4507576 tumor necrosis factor receptor 

superfamlry, member 1B (TNFRSF1B), 

mRNA /cds=(89,1 474) 
4507632 topoisomerase (DNA) H alpha (170kD) 

(TOP2A), mRNA/cds=(36,4631) 

11225253 topoisomerase (DNA) II beta (180kD) 

(TOP2B). mRNA/cds=(0,4865) 
4501864 ATP citrate lyase (ACLY), mRNA 

/cds=(84 1 340l) 
5016088 actin, beta (ACTB), mRNA 

/ods={73,1200) 
1 0862690 activin A receptor, type I (ACVR1), 
mRNA /cds=(340,1 869) 



1 CCTGATGGAGAGAAGAAGGCATATGT 

TCGACTGG CTCCTGATTACGATGC 
1 CAGAAGAAACTGAAGAAACAAAAACT 

TATG G CACG G GAGTAAATTCAG CA 
1 GTTTCAGCTCCCCGAGTTGGTGGAAA 

ACGCTAAACTGGCAGATTAGATTT 
1 CTCCTGTTGGGTAAGGGTGTTGAGTG 

TGACTTGTGCTGAAAACCTGGTTC 
1 GA AC AA GTGGTTCTTC CAGAAACTGC 

GGTTTTAGATGCTTTGTTTTGATC 
1 G GCTTGAAG C C ACATG GAG G GAGTT 

TCATTAAATGCTAACTACTTTTAAA 
1 ATCTACAGACAGTCAATGTGGATGAG 

AACTAATCGCTGATCAAATAACGT 
1 GCGCAGTGAAGAAAATG AGTAG G CA 

GCTCATGTGCACGTTTTCTGTTTAA 
1 CAATCTTCCTGCTAAG GCCATTGGAC 

ACAGAATCCGAGTGATGCTGTACC 
1 GGCAG CTGTTGCAG CATCCAGTTCAT 

CTTAAGAATGTCAACGATTAGTCA 
1 AGACGCTCCTCTACTCTTTGGAGACA 

TCACTGGCCTATAATAAATGGGTT 
1 TCTGTTATGAACACGTTGGTTGGCTG 

GATTCAGTAATAAATATGTAAGGC 
1 TGAGAAGAAGGAGGAGTCTGAAGAG • 

TCAGATGATGACATGGGATTTGGCC 

1 GCTAAAGTTGAACGAGCTGATGGATA 

TGAACCACCAGTCCAAGAATCTGT 
1 GCTGGCCACCAAACAGAGCAGTGGC 

TAAATTGCAGTAGCAGCATATCTTT 
1 GCCAAGTCCAACCG CTGATTTTCCCA 

GCTGCTG CCCAATAAACCTGTCTG 
1 TGGTGTCTATAAGAAGCTCACGGGCA 

AG GATGTTAATTTTG AATTCCCAG 
1 AGGCTGGACATCGGCCCGCTCCCCA 

CAATGAAATAAAGTTATTTTCTCAT 
1 CATCTACAGCCTCTGCCCTGGTCGCA 

TAAATTTGTCTGTGTACTCAAGCA 
1 CTACCAGAAATC CTACCGATAAGCCC 

ATCGTGACTCAAAACTCACTTGTA 
1 CTCG GGGACCTGTTTGAATTTTTTCT 

GTAGTGCTGTATTATTTTCAATAA 
1 GCTGCCAACAAGAAGCATTAGAACAA . 

ACCATGCTGG GTTAATAAATTGCC 
1 GATGGCATCGTCTCAAAGAACTTTTG 

ACTGGAG AGAATCACAGATGTG GA 



1 GATGGCATCGTCTCAAAGAACTTTTG 
ACTGGAGAGAATCACAGATGTGGA 



1 CCAATGTTTCTCTTTTGGCCCTATACA 
AAG G C AAGAAG G AAAGACC AAGA 

1 CTGGCAAAAAGCCGAAGGAGTAAAG 
GTGCTGCAATGATGTTAGCTGTGGC 

1 TGGTGAAGATGCATGAATAGGTCCAA 
CCAGCTGTACATTTGGAAAAATAA 

1 GCCAGTGTTTCCGTCAGTACGCGAA 
G GATATC GGTTTC ATTAAGTTGGAC 

1 GAGTGATAACTCATGAGAAGTACTGA 
TAGGACCTTTATCTGGATATGGTC 

1 GGTGATTCTTCTCTGTTGAACTGAAG 
TTTGTGAGAGTAGTTTTCCTTTGC 

1 TGTGTGTTGATCCCAAGACAATGAAA 
GTTTGCACTGTATGCTGGACGGCA 

1 GGGGAAGGTGTTTTTAGTACAAGACA 
TCAAAGTGAAGTAAAGCCCAAGTG 

1 AGGAAAACATCCAAAACAACAAGCAA 

GAAACCGAAGAAGACATCTTTTGA 
1 AGCTGCCACCTCAGTCTCTTCTCTGT 

ATTATCATAGTCTGGTTTAAATAA 
1 GGAGGCAGCCAGGGCTTACCTGTAC 

ACTGACTTGAGACCAGTTGAATAAA 
1 AG C AAAGATTTCAGTAG AATTTTAGT 

CCTGAACGCTACGGGGAAAATGCA 
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Hs.172028 NM_001110 

Hs.7957 NMJJ01111 

Hs.172199 NM_001114 

Hs.3416 NMJJ01122 

Hs.394 NM_001124 

Hs.278398 NM 001151 



Hs.300711 NMJJ01154 

Hs.300711 NMJJ01154 

Hs.1 18796 NM_001155 

Hs.75510 NM_001157 

Hs.14142 NM_001161 

Hs.289107 NMJD01166 

Hs.83656 NMJJ01175 

Hs.74515 NMJ301178 

Hs.6551 NMJJ01183 

Hs.77613 NMJ)01184 

Hs.2556 NMJ)01192 

Hs.1 58303 NMJ)01198 

Hs.87223 NMJJ01203 

Hs.53250 NMJJ01204 

Hs.1 01 025 NMJD01207 

Hs.321247 NMJ301225 

Hs.1 9949 NMJJ01228 

Hs.514 NM_001239 

Hs.180841 NMJ301242 

Hs.1314 NM_001243 

Hs.1 31 3 NM_001244 

Hs.25648 NMJ501250 

Hs.99899 NMJJ01252 



Table 8 

4557250 a disintegrin and metalloproteinase 

domain 10 (ADAM10), mRNA 

/cds=(469,2715) 
7669471 adenosine deaminase, RNA-specific 

(ADAR), transcript variant ADAR-a, 

mRNA /cds=(1 87,3867) 
4557254 adenylate cyclase 7 (ADCY7), mRNA 

fcds=(265,3507) 
4557260 adipose differentiation-related protein 

(ADFP), mRMA/cds=(0,1313) 

4501944 adrenomedullin (ADM), mRNA 
/cds=(156,713) 

4502096 DMA sequence from clone RP1 - 

202D23 on chromosome 6q14.1-15 
Contains part of the gene for N- 
acetylgtucosamine-phosphate mutase, 
part of a gene for a novel protein, ESTs, 
STSs and GSSs /cds=(0,5916) 

4809273 annexin A5 (ANXA5), mRNA 
/cds=(1 92,1 154) 

4809273 annexin A5 (ANXA5), mRNA 
/cds=(192,1154) 

4809274 annexin A6 (ANXA6), transcript variant 
1,mRNA/cds=(170,2191) 

4557316 annexin A1 1 (ANXA1 1), mRNA 

fcds=(178,1695). 
45021 24 nudix (nucleoside diphosphate linked 

moiety X)-type motif 2 (NUDT2), mRNA 

/cds=(174,6l7) 
1 08801 27 baculovlral LAP repeat-containing 2 

(BIRC2), mRNA /cds=(1 159,301 5) 
1 0835001 Rho GDP dissociation inhibitor (GDI) 

beta (ARHGDIB), mRNA 

/cds=(152,757) 
4502232 aryl hydrocarbon receptor nuclear 

translocator-iike (ARNTL), mRNA 

/cds=<145,1896) 
4557340 ATPase, H+ transporting, lysosomal 

(vacuolar proton pump), subunit 1 

(ATP6S1), mRNA/cds=(1353,2198) 
4502324 ataxia telangiectasia and Rad3 related 

(ATR), mRNA/cds=(79,8013) 
4507572 tumor necrosis factor receptor 

superfamily, member 17 (TNFRSF17), 

mRNA/cds=(218,772) 
4557362 PR domain containing 1 , with ZNF 

domain (PRDM1), mRNA 

/Cds=(223,2592) 
4502430 bone morphogenetic protein receptor, 

type IB (BMPR1B), mRNA 

tals=(273,1781) 
4755129 bone morphogenetic protein receptor, 

type II (serine/threonine kinase) 

(BMPR2), mRNA /cds=(408,3524) 
4502464 basic transcription factor 3 (BTF3), 

mRNA/cds=(0,476) 
4502578 mRNA; cDNA DKFZp586A181 (from 

clone DKFZp586A181); partial cds 

/cds=(0,314) 
4502582 mRNA for MACH-alpha-1 protein 

/cds=(291,1730) 
4502622 cyclin H (CCNH), mRNA 

/cds=(60,1031) . 
4507586 tumor necrosis factor receptor 

superfamily, member 7 (TNFRSF7), 

mRNA/cds=(100,882) 
4507588 tumor necrosis factor receptor 

superfamily, member 8 (TNFRSF8), 

mRNA/cds=(222,2009) 
4507606 tumor necrosis factor (ligand) 

superfamily, member 8 (TNFSF8), 

mRNA/cds=(114,818) 
4507580 tumor necrosis factor receptor 

superfamily, member 5 (TNFRSF5), 

mRNA/cds=(47,880) 
4507604 tumor necrosis factor (ligand) 

superfamily, member 7 (TNFSF7), 

mRNA /cds=(1 37.71 8) 



PCT/US01/47856 



1 TGGTGGTATTCAGTGGTCCAG GATTC 
TGTAATGCTTTACACAGGCAGTTT 

1 TGCTTTTATGTGTCCCTTGATAACAGT 
GACTTAACAATATACATTC CTCA 

1 TTGTTTCAAAATG CTGTTTCATTTTTA 
TAAAGTACCAGTGTTTAGCTGCT 

1 AGAGATGGACAAGAGCAGCCAGGAG 
ACCCAGCGATCTGAGCATAAAACTC 

1 TGAAAGAGAAAGACTGATTACCTCCT 
GTGTGGAAGAAGGAAACACCGAGT 

1 GGAATACCTCAGAAGAGATGCTTCAT 
TGAGTGTTCATTAAACCACACATG 



1 ACCATGATACTTTAATTAGAAGCTTAG 

CCTTGAAATTGTGAACTCTTGGA 
1 ACCATGATACTTTAATTAGAAGCTTAG 

CCTTGAAATTGTGAACTCTTGGA 
1 GCCTCTGCCCTGGTTTGGCTATGTCA 

GATCCAATAAACATCCTGAACCTC 
1 TGCCTTTTCTACCCCATCCCTCACAG 

CCTCTTGCTGCTAAAATAGATGTT 
1 GGCCAGGCCCAAGTAAGTGTACCTT 

GTACTTTATAAATAAACCTCAAGCA 

1 GCCGAATTGTCTTTGGTGCTTTTCAC 
TTGTGTTTTAAAATAAGGA I 1 1 1 1 

1 CCC CTGCCAGAGG GAGTTCTTCTTTT 
GTGAGAGACACTGTAAACGACACA 

1 AGAAGTCCCC CATGTGGATATTTCTT- 
ATACTAATTGTATCATAAAGCCGT 

1 GG G CAGGAGC ATG GG GTG CTTGGTT 
GTTTCCTTCCTAATAAAATAAACGC 

1 ATG CATTTGGTATG AATCTGTG GTTG 

TATCTGTTCAATTCTAAAGTACAA 
1 TTCTCTAGGTTACTGTTGGGAGCTTA 
. ATGGTAGAAACTTCCTTGGTTTCA 

1 CCTCCCAGCAACCCACTACCTCTGGT 
ACCTGTAAAG GTCAAACAAGAAAC 

1 CCGTGTCTGTTTGTAGG CGGAGAAAC 
CGTTGGGTAACTTGTTCAAGATAT 

1 TGAGGGTGAGGGCAGGCTGAGGCAA 
C GAGTG G GAG GTTCAAACAAGAGTG 

. 1 CCCAAACAATCTGTG GATGGAAAAGC 

ACCACTTGCTACTGGAGAGGATGA 
1 AATCAACTTCAAGGAGCACCTTCATT 
AGTACAGCTTGCATATTTAACATT 

1 AGGC GATGATATTCTCACCATCCTGA 
CTGAAGTGAACTATGAAGTAAGCA 

1 TGACGACCTGGTAGAATCTCTCTAAC 
CATTTGAAGTTGATTTCTC AATG C 

1 GCTGCGAAAGACCCACATGCTACAA 
GACGGGCAAAATAAAGTGACAGATG 

■ 1 CG CCC ATGATGG GAGGGATTGACAT . 
GTTTCAACAAAATAATGCACTTCCT 

1 TCTTTCAGATAG CAGGCAGGGAAGCA 
ATGTAGTGTGGTGGGCAGAGCCCC 

1 CAGGAGGATGGCAAAGAGAGTCGCA 
TCTCAGTGCAGGAGAGACAGTGAGG 

1 GGGGGTAGTGGTGGCAGGACAAGAG 
AAGG CATTGAGCTTTTTCTTTCATT 
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Hs.22670 NM 001270 



Hs.20295 NM_001274 



Table 8 

7262373 carboxy! esterase 1 

(monocyte/macrophage serine esterase 
1) (CES1). mRNA /cds=<67 ( 1767) 

4557446 chromodomaln helicase DNA binding 

protein 1 (CHD1), mRNA 

/cds={163,5292) 
4502802 CHK1 (checkpoint, S.pombe) homolog 

(CHEK1), mRNA /cds=(34.1464) 



2101 db mining Hs.306440 NMJJ01278 4502842 



Hs.301921 NM_001295 4502630 

Hs.285313 NMJJ01300 9961346 

Hs.90073 NMJJ01316 4503072 

Hs.82890 NNUKH344 4503252 

Hs.172690 NMJ>01345 11415023 

Hs.301305 NM_001352 4503262 

Hs.306098 NMJW1353 5453542 

Hs.74578 NM_001357 13514819 



Hs.4747 NM_001363 

Hs.77462 NM_001379 

Hs.154210 NM_001400 

Hs.274466 NM.001403 

Hs.2186 NM_001404 

Hs.129673 NMJ301416 

Hs.93379 NM_001417 

Hs.183684 NM_001418 

HS.229533 NMJ301420 

Hs.151139 NMJJ01421 



4503336 
4503350 
13027635 



mRNA; cDNA DKFZp566L084 (from 
clone DKFZp566L084) 
/cds= UN KNOWN 
chemoklne (C-C motif) receptor 1 
(CCR1), mRNA /cds=(62, 1 1 29) 
core promoter element binding protein 
(COPEB) 

chromosome segregation 1 (yeast 
homolog)-like (CSE1L), mRNA 
/cds=(123,3038) 

defender against ceil death 1 (DAD1), 
mRNA/cds={66.407) 
diacylglycerol kinase, alpha (80kD) 
(DGKA), mRNA /cds=(1 03,2310) 
Homo sapiens, clone MGC:13202 
IMAGE;3877636, mRNA, complete cds 
/cds=(366,2330) 

aldo-keto reductase family 1, member 
C1 (dihydrodiol dehydrogenase 1; 20- 
alpha (3-aIpha)-hydroxysteroid 
dehydrogenase) (AKR1C1), mRNA 
/cds=(6,977) 

DEAD/H (Asp-Glu-Aia^Asp/His) box 
polypeptide 9 (RNA helicase A, nuclear 
DNA helicase II; leukophysln) (DOX9), 
transcript variant 1 , mRNA 
/Cds=(80,3919) 

dyskeratosis congenita 1, dyskerin 
(DKC1), mRNA/cds=(92,1636) 
DNA (cytosine-5-)-methyltransferase 1 
(DNMT1), mRNA/cds=(237,5087) 
endothelial differentiation, sphingolipid 
G-protein-coupled receptor, 1 (EDG1), 
mRNA/cds=(243,1391) 



Hs.79368 
Hs.9999 
Hs.254105 
Hs.1 15263 
Hs.99853 
Hs.1 53179 



NM_001423 
NM_001425 
NM_001428 
NM_001432 
NM_001436 
NMJJ01444 



Hs.14845 NM 001455 



4503472 eukaryotic translation elongation factor 

1 alpha 1-like 14 (EEF1A1L14), mRNA 

/Cds=(620,1816) 
4503480 Homo sapiens, eukaryotic translation 

elongation factor 1 gamma, clone 

MGC:4501 IMAGE:2964623, mRNA, 

complete cds /cds=(2278,3231) 
4503528 eukaryotic translation initiation factor 

4A, isoform 1 (E1F4A1), mRNA 

/cds=(16,1236) 
4503532 eukaryotic translation initiation factor 

4B (EIF4B), mRNA /cds=(0,1835) 
4503538 eukaryotic translation initiation factor 4 

gamma, 2 (EIF4G2), mRNA 

/Cds=(306,3029) 
5231299 Ol06d12.s1 cDNA, 3' end 

/clone=lMAGE1522679 /done_end=3' 

4503554 - E74-fike factor 4 (ets domain 

transcription factor) (ELF4), mRNA 

/Cds=(382,2373) 
4503558 epithelial membrane protein 1 (EMP1). 

mRNA/cds=(218,691) 
4503562 epithelial membrane protein 3 (EMP3), 

mRNA /cds=(241 ,732) 
4503570 enolase 1, (alpha) (EN01), mRNA 

/cds={94,1398) 
4557566 epiregulin (EREG), mRNA 

/cds=(166,675) 
12056464 fibrillarin (FBL), mRNA /cds=(59, 1024) 

4557580 fatty acid binding protein 5 (psoriasis- 
associated) (FABP5), mRNA 
/cds=(48,455) 

4503738 forkhead box 03A (FOX03A), mRNA 
/cds=(924,2945) 



PCT/US01/47856 



1 G CC ATGAAGGAGC AAGTTTTGTATTT 
GTGACCTCAGCTTTGGGAATAAAG 



1 GCTACTTGTTTACATTGTACACTGCG 
ACCACCTTGC CG CTTTTC ATCACA 

1 ACCAAGTTTCAGGGGACATGAGTTTT 
CCAGCTTTTATACACACGTATCTC 

1 G G CAAATGAG GAACAGGGCAATAGT 
ATGATGAATCTTGATTGGAGTTGGT 

1 TGTTCTTCATCTAAG C CTTCTG GTTTT 
ATGGGTCAGAGTTCCGACTGCCA 

1 TATACCATGAGATGAGATGACCACCA 
ATCATTTCCTTGGGGGGAGGGGGT 

1 CCTAGGAAATCACAGGCTTCTGAGGA 
C AG CTG CATTAAAACAAAG GAAGT 

1 AAATGTAACCTTTTG CTTTC CAAATTA 
AAGAACTCCATGCCACTCCTCAA 

1 ACACACATACACACACCCCAAAACAC 
ATACATTGAAAGTGCCTCATCTGA 

1 GACCCTATCCTCCCACCGCCTCCGTT 
AACACGATCCTGAATAAATCTTGA 

1 ACA G C AAAG C C CATTG GC CAGAAAG 
GAAAGACAATAATTTTG II I I 1 1 CA 



AAG GAGTAAAGATTTGCCTTTAAATA 
ACTTGGTATTTTCCTGGCTTTCGT 



GGCCTCGTTTACTTTTAAAAAATGAAA 

TTGTTCATTGCTGGGAGAAGAAT 

TCAACTAATGATTTAGTGATCAAATTG 

TGCAGTACTTTGTGCATTCTGGA 

TAG GTTTCTGACTTTTGTGGATCATTT 

TGCACATAGCTTTATCAACTTTT 



AAATCAGTACTTTTTAATGGAAACAAC 
TTGAC CCCCAAATTTGTCAC AGA 

AGATCTTCAAGTGAACATCTCTTGCC . 
ATGACCTAGCTGCCTGCACCTGCC 



1 . CAGGAGGGGGGAGGGAAGGGAGCC 
AAG GGATGGACATCTTGTCA 1 1 1 1 1 1 

1 GCAAGTATGCTGCTCTCTCTGTTGAT 
GGTGAAGATGAAAATGAGG GAGAA 

1 TTGTGGGTGTGAAACAAATG GTGAGA 
ATTTGAATTGGTCCCTCCTATTAT 

1 AAAGGGAAAAAGACCTCGTGGAGAAT 
TTTTACTGGGGATTCTTGAACTTG 

1 AAATGTATTTACTATGCGTGTTTCCAG 
CAGTTG G CATTAAAGTG C CTTTT 

1 ATTTG C ATTACTCTG GTGGATTGTTCT 

AGTACTGTATTGGGCTTCTTCGT 
1 GAG GAG GTCTCTTCTATGCCAC CGG 

CCTCTGCCAGCTTTGCACCAGCGTG 
1 GCTAGATCCCCGGTGGTTTTGTGCTC 

AAAATAAAAAGCCTCAGTGACCCA 
1 TTTGAAGAGCCATTTTG GTAAACGGT . 

TTTTATTAAAGATG CTATG G AAC A 
1 GTCAGGATTGCGAGAGATGTGTGTTG 

ATACTGTTGCACGTGTGTTTTTCT 
1 CATGCAGCTATTTCAAAGTGTGTTGG 

ATTAATTAGGATCATCCCTTTGGT 

1 TAATGGCCCCTTACCCTGGGTGAAGC 
ACTTACCCTTGGAACAGAACTCTA 
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Hs.428 


hill nni 

NM_001459 


4503750 


Hs.99855 


NM_001462 


4503780 


Hs.58435 


NM_001465 


a enjoin 
4503820 


Hs.1 97345 


NMJJ01469 


4503840 


Hs.56845 


NMJJQ1494 


6598322 


Hs.272529 


NMJJ01503 


4504088 


Hs.191356 


NM_001515 


6681761 


Hs.90304 


NM_001516 


4504198 


Hs. 102910 


NM_001517 


4504200 


Hs.197540 


NM_001530 


4504384 


Hs.235887 


NMJJ01535 


4504494 


Hs.94 


NMJ101539 


4504510 


Hs.20315 


NM.001548 


4504584 


Hs. 181 874 


NIW 001549 


4504586 


Hs.7879 


NM_001550 


4504606 


Hs.239189 


NM_001551 


4557662 


Hs.846 


NMJJ01557 


4504682 


Hs.327 


NM_001558 


4504632 


Hs.73895 


NM_001581 


5730094 


Hs.83077 


NM.001562 


4504652 


Hs.107153 


NM_001564 


4504694 


Hs.2248 


NM_001565 


4504700 


Hs.32944 


NM_001566 


4504704 


Hs.106673 


NM.001568 


4503520 


Hs.14376 


NM_001614 


11038618 


Hs.83636 


NM_001619 


6138971 


Hs.170087 


NMJ)01621 


5016091 


HS.75313 


I>IIV|_UU 10«O 


4dU<U4o 


Hs.100194 


NMJ>01629 


4502058 


Hs.262476 


NMJJ01634 


5209326 


Hs.82542 


NMJ)01637 


4502114 



Table 8 

fms-related tyrosine kinase 3 llgand 
(FLT3LG), mRNA/cds=(92,799) 

fbrmyl peptide receptor-like 1 (FPRL1), 
mRNA fcds=(772 t 1 827) 

FYN-binding protein (FYB-120/130) 
(FYB), mRNA/cds^fSO^BI) 

thyroid autoantigen 70kD (Ku antigen) 
(G22P1), mRNA/cds=(17,1846) 

GDP dissociation inhibitor 2 (GDI2), 
mRNA/cds=052,1489) 
glycosytphosphatidylinositol specific 
phospholipase D1 (GPLD1), mRNA 
/cds={32,2557) 

general transcription factor IIH, 
polypeptide 2 (44kD subuntt) (GTF2H2), 
mRNA /cds=(0,1 187) 

general transcription factor IIH, 
polypeptide 3 (34kD subunit) (GTF2H3), 
mRNA/cds=(0.911) 

general transcription factor IIH, 
polypeptide 4 (52kD subunit) (GTF2H4), 
mRNA/cds=(127,1515) 

hypoxia-inducible factor 1, alpha 
subunit (basic helix-toop-hetix 
transcription factor) (HIF1A), mRNA 
/Cds=(264,2744) 

HMT1 (hnRNP methyttransferase, S. 
cerevislaeHfee 1 (HRMT1L1), mRNA 
/cds=(165,1466) 

heat shock protein, DNAJ-like 2 
(HSJ2), mRNA/cds=<82,1275) 

interferon-induced protein with * 
tetratricopeptide repeats 1 (IFIT1), 
mRNA /cds={64 1 1 500) 

interferon-induced protein with 
tetratricopeptide repeats 4 (IFIT4), 
mRNA/cds=(61,1533) 

interferon-related developmental 
regulator 1 (1FRD1), mRNA 
/cds=(219,1580) 

glutaminase (GLS), mRNA 
/cds=(19.2028) 

interleukin 8 receptor, beta (IL8RB), 
mRNA/cds=(408,1490) 

interleukin 10 receptor, alpha (IL10RA), 
mRNA 7cds=(61 ,1797) 

tumor necrosis factor receptor 
superfamily, member 9 (TNFRSF9), 
mRNA /cds=(1 39,906) 

interleukin 18 Cmterferon-gamma- 
inducing factor) (IL18), mRNA 
/cds=(177,758) 

inhibitor of growth family, member 1- 
like (ING1L), mRNA /cds=(91, 933) 

small inducible cytokine subfamily B 
(Cys-X-Cys), member 10 (SCYB10), 
mRNA/cds=(66,362) 

inositol poiyphosphate-4-phosphatase, 
type 1, 107kD 0NPP4A), transcript 
variant b. mRNA /cds=(294,31 58) 

eukaryotic translation initiation factor 3, 
subunit 6 (48kD) (EIF3S6), mRNA 
/cds=(22,1359) 

actin, gamma 1 (ACTG1), mRNA 
/cds=(74,1201) 

adrenergic, beta, receptor kinase 1 
(ADRBK1), mRNA/cds=(85,2154) 
aryl hydrocarbon receptor (AHR), 
mRNA/cds=(643,3189) 
aldo-keto reductase family 1, member 
B1 (aldose reductase) (AKR1B1), 
mRNA/cds=(45,995) 
arachidonate 5-lipoxygenase-activating 
protein (ALOX5AP), mRNA 
/cds=(30 f 515) 

S-adenosylmethlonlne decarboxylase 1 
(AMD1), mRNA /cds=(320,1324) 
acyloxyacyl hydrolase (neutrophil) 
(AOAH), mRNA/cds=(274,2001) 
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AAGGCCTCATCCTGGGGAGGATACG 
TAG GCACACAGAGGGGAGTCACCAG 

TGGGGTAAGTGGAGTTGGGAAATAC 

AAGAAGAGAAAGACCAGTGG GGATT 

ACCTAGCGGACAATGATGGAGAGAT 

CTATGATGATATTGCTGATGGCTGC 

GTGATGGTGTAGCCCTCCCACTTTGC 

TGTTCCTTACTTTACTGCCTGAAT 

GCCTCTACTTCTGTCTCAAAATGGCT 
CCAAATGATTTCTGTACTGCAAAA 
TCTCCTTCCACAGTTTATTTCCTCGCT 
TCCTTTGCATCTAAACCTTTCTT 

ACACTGTTGCCCTGGCTGTATTCATA 
AGATTCCAGCTCCTTCAGGTGTTT 

GTCAATATTCTGCAATTTCAGCCCCA 
TTTGTACTACGTGCGAGACAGCCT 

GGCGGGACTGGGCGGGGCGGGGCA 
TCAGAACTCAGGTG I 1 1 1 1 l A TTTAC 

TTCC WW GCTCTTTGTGGTTG G ATCT 
AACACTAACTGTATTGTTTTGTT 



ACGTCTTCCAAATAAATTATGTGTTG 
GTGCCATCGCACATGCTCAATAAA 

AGGTGGTGTTCAGTGTCAGACCTCTT 
AATG GCCAGTGAATAACACTCACT 
CTGAGACTGGCTGCTGACTTTGAGAA 
CTCTGTGAGACAAGGTCCTTAGGC 

GCAG GGAAGCTTTGCATGTTGCTCTA 
AGGTACATTTTTAAAGAGTTGTTT 

CGAACCAAAG CTAGAAGCAAATGTCG 
AGATAAGAGAGCAGATGTTGGAGA 

GGAAGGAAAAGAGTGCTGAGAAATG 
GCTCTGTATAATCTATGG CTATCCG 
ACCAAGG CTAGAACCACCTG CCTATA 
Mill I GTTAAATGATTTCATTCA 
CCTCTGCCAAAGTACTCTTAGGTGCC 
AGTCTGGTAACTGAACTCCCTCTG 
AAAATAATGCACCACTTTTAACAGAA 
CAGACAGATGAGGACAGAGCTGGT 

GAATTGGG G GATAGATCTATAATGTT 
C ACTGTTCAAAA CGAAGACTAG CT 

CCGTTTGCTTTCAGAAAATGTTTTAG 
G GTAAATGCATAAG ACTATGCAAT 
CCCAAATTCTTTCAGTGGCTACCTAC 
ATACAATTCCAAACACATACAGGA 

AAATTAATAAGTCACAAGAAAAACAAA 
AGTGCCAGAAGATGTCCAGCCAC 



AGAGGCTCCTAACTG GGCAACTC AA 
GATTCTGGCTTCTACTGAAGAACCA 

GGTTTTCTACTGTTATGTGAGAACATT 
AGGCCCCAGCAACACGTCATTGT 
CAGCTTCTGCCACTTCCCAGGTAAGC 
AGGAGGAGGTGCCAACAGTGTTAG 
ACCAI \ \ 1 1 GTTACTCTCTTCCACATG 
TTACTG GATAAATTGTTTAGTGG 
GTGCCACTAACG GTTGAGTTTTGACT 
G CTTG GAACTG GAATCCTTTCAGC 

TCTCCACCACCATCTCCCCTCTACTT 
CTCATTTCCTAACTCTCTGCTGAA 

G GTGTTG GACTTAAATCAGTTGAAAT 
GTATTTCTGTACCACAATTTACGC 
CCCTTCCGCTGTTCCTGAAATAACCT 
TTCATAAAGTG CTTTGGGTGCCAT 
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2158 Table 3A 

2159 literature 

2160 Table 3A 

2161 Table 3A 

2162 literature 

2163 literature 

2164 Table 3A 

2165 Table 3A 

2166 Table 3A 



2174 db mining 

2175 literature 

2176 literature 

2177 Table 3A 



2180 Table 3A 

2181 Table 3A 

2182 Table 3A 

2183 Table 3A 

2184 Table 3A 

2185 Table 3A 

2186 Table 3A 



HS.73722 NM.001641 4502136 

Hs.288650 NM_001650 4755123 

Hs.792 NMJ)01656 4502196 

Hs.270833 NMJXH657 4502198 



Hs.74571 NM_001658 

Hs.183153 NM_001661 

Hs.77273 NM_001664 

Hs.3109 NM_001666 

Hs.181243 NM_001675 



2167 Table 3A Hs.76941 NM_001679 

2168 Table 3A Hs.73851 NM_001B85 

2169 Table 3A Hs.8110 NM_001686 

2170 Table 3A Hs.81634 NM_001688 



6995997 
4502206 
10835048 
11386132 
4502264 

4502280 

4502292 

4502294 

4502298 



2171 Table 3A Hs.1697 NM_001693 4502310 



2172 Table 3A Hs.86905 NM 001695 4502314 



2173 Table 3A Hs.76572 NM 001697 4502302 



Hs.155024 NM_0Q1708 4502382 

Hs.2243 NMJ101715 4502412 

Hs.113916 NM_001716 14589887 

Hs.77054 NM 001731 4502472 



2178 db mining Hs.263812 NM_001736 

2179 Table 3A Hs.182278 NM 001743 



Hs.155560 NM_001746 

Hs.76288 NM_001748 

Hs.279607 NMJJ01750 

Hs.179881 NMJJ01755 

Hs.75586 NMJ)01759 

Hs.83173 NM_001760 

Hs.1973 NM 001761 



4502548 

10716562 
12408645 
5729759 
13124872 

4502616 
4502618 
4502620 



Table 8 

APEX nuclease (multifunctional DNA 
repair enzyme) (APEX), mRNA 
/cds=(205,1161) 

aquaporin 4 (AQP4), transcript variant 
a, mRNA/cds=(39,1010) 
ADP-ribosytation factor domain protein 
1,64kD(ARFD1), mRNA 
/cds=(22 I 1748) 

amphiregulin (schwannoma-derived 
growth factor) (AREG), mRNA 
/cds=(209,967) 

ADP-ribosylation factor 1 (ARF1), 
mRNA/cds=(75,620) 
ADP-ribosytation factor 4-Hke (ARF4L), 
mRNA /cds=<1 56,761) 
ras homolog gene family, member A 
(ARHA), mRNA/cds=(151,732) 
Rho GTPase activating protein 4 
(ARHGAP4), mRNA/cds=(42,2882) 
activating transcription factor 4 (tax- 
responsive enhancer element B67) 
(ATF4), mRNA/cds=<881,1936) 
ATPase, Na+/K+ transporting, beta 3 
polypeptide (ATP1B3), mRNA 
/cds=(0,839) 

ATP synthase, H+ transporting, 
mitochondrial F0 complex, subunit F6 
(ATP5J), mRNA /cds=(1, 327) 
L-3^ydroxyacyKIoenzyme A 
dehydrogenase, short chain (HADHSC), 
mRNA/cds=(87,1031) 
ATP synthase, H+ transporting, 
mitochondrial F0 complex, subunit b, 
isofbrm 1 (ATP5F1), mRNA 
/cds=(32,802) 

ATPase, H+ transporting, lysosomal 
(vacuolar proton pump), beta 
polypeptide, 56/58kD, isofonm 2 
(ATP6B2), mRNA/cds=(25,1560) 
ATPase, H+ transporting, lysosomal 
(vacuolar proton pump) 42kD (ATP6C), 
mRNA fcds=( 166,1 314) 
ATP synthase, H+ transporting, 
mitochondrial F1 complex, O subunit 
(ofigomycin sensitivity conferring 
protein) (ATP50), mRNA/cds=(36,677) 

B-cell CLL/lymphoma 6 (zinc finger 
protein 51) (BCL6), mRNA 
/Cds=(327,2447) 

B lymphoid tyrosine kinase (BLK), 
mRNA /cds=(222,1 739) 

Burkitt lymphoma receptor 1, GTP- 
blnding protein (BLR1), transcript 
variants mRNA /cds=(288,1 271) 

B-cell translocation gene 1 , anti- 
proliferative (BTG1), mRNA 
/cds=(308,823) 

nuclear distribution gene C (A.nidulans) 
homolog (NUDC), mRNA 
/cds=(90,1085) 

Homo sapiens, calmodulin 2 
(phosphorylase kinase, delta), clone 
MGC:1447 IWIAGE:3504793, mRNA, 
complete cds/cds=(93,542) 

calnexin (CANX), mRNA 
/cds=(89,1867) 

calpain 2, (m/ll) large subunit (CAPN2), 
mRNA /cds=(142,2244) 
calpastatin (CAST), mRNA 

core-binding factor, beta subunit 
(CBFB), transcript variant 2, mRNA 
/cds=(1 1,559) 
cyclin D2 (CCND2), mRNA 
/cds=(269,1138) 
cyclin D3 (CCND3), mRNA 
/cds=(165,1043) 
cyclin F(CCNF), mRNA 
/cds=(43,2403) 
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TTCTCATGTATAAAACTAGGAATCCTC 
CAACCAGGCTCCTGTGATAGAGT 

AGACAC GTCTATCAGCTTATTC CTTC 
TCTACTG GAATATTGGTATAGTCA 
TGTCTGGTAACAAGATGTGAC 1 1 1 1 1 
GGTAGCACTGTTGTG GTTCATTCT 

TCCTCTTTC CAGTG GATC ATAAGACA 
ATGGACCCTTTTTGTTATGATGGT 

ACTGTTTTGTATACTTGTTTTCAGTTT 
TCATTTCGACAAACAAGCACTGT 
ACATAG 1 1 1 1 IAI 1 1 1 lGTGTCTGTGA 
AAGTGCCAAGAACCCCTCCCCAC 
TCACCTGGACTT AAGCGTCTGGCTCT 
AATTCACAGTGCTCTTT CTCCTCA 
AGATGCCTGGCAGGGCTGGGTGGCG 
ATTCATAAAGACCTCGTGTTGATTC 
GGATAGTCAGGAGC GTCAATGTGCTT 
GTACATAGAGTGCTGTAGCTGTGT 

TTGTGAAATATCTTGTTACTGCTTTTA . 
TTTAGCAGACTGTGGACTGTAAT 

CTGGAGGACCTGTTGATGCTAGTTCA 
GAGTATCACCAAGAGCTGGAGAGG 

G CTG C ACAAGAGC CTTGATTGAAGAT 
ATATTCTTTCTGAACAGTATTTAA 

TTGCCTTTATAAAAACTTGCTGCCTG 
ACTAAAGATTAACAG GTTATAGTT 



TGGTTCTGCTTTTTGACCTCTCTCTAC 
CTTTTCAGG GTAATCTTTGTG G C 



CCTGTCCTTGTGTTTGTGTGTGCTAA 
CAGAAATAAGTTGCAGTATGGTCG 

AAAAGTGTTGGTTTTCTGCCATCAGT 
GAAAATTCTTAAACTTGGAGCAAC 



AGGGTTTGG CTGTGTCTAAACTGCAT 
TACCGCGTTGTAAAAAATAGCTGT 

CCTAG GCTGCGCTCCAG CACTGCGG 
GGCTTTTCTGCAATAAAGTCACGAG 
GGCAGCACAGAGACCCCCGGAACAA 
GCCTAAAAATTGTTTCAAAATAAAA 

AAGTCTTTTCCACAAACCACCATCTAT 
TTTGTGAACTTTGTTAGTCATCT 

TGGCAAGTTGGAAAATATGTAACTGG 
AATCTCAAAAGTTCTTTGGGACAA 

TCTGCTTATGGCACAATTTGCCTCAA ■ 
ATCCATTCCAAGTTGTATATTTGT 



CCATTGTTGTCAAATGCCCAGTGTCC 
ATCAGATGTGTTCCTCCATTTTCT 
GCTGCCTCTGTAAATTCATGTATTCA 
AAG G AAAAG ACAC CTTGC CTATAA 
TCAAGTCAGCAACAGAGCAAAATAAA 
GGTTAGATAAGTCCTTGTGTAGCA 
CTTG CCTTAAG CTAC C AGATTGCTTT 
TGCCACCATTGGCCATACTGTGTG 

TGGTTTTGAATGCAATTAGGTTATGC 

TATTTG GACAATAAACTC AC CTTG 

TGCAAGGTTTAGGCTGGTGGCCCAG 

GACCATCATCCTACTGTAATAAAGA 

GTGTGGTCGGGGTGAGAACCCAAGC 

GTTGGAACTGTAGACCCGTCCTGTC 
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literature 


Hs.343474 


NM_0D1762 


4502642 


2188 


Table 3A 


Hs.66052 


NMJJ01775 


45026S4 


2169 


literature 


Hs.205353 


NM_001776 


4502666 


2190 


Table 3A 


Hs.901 


NM_001778 


4502674 


2191 


Table 3A 


Hs.287995 


NM_001779 


4502676 


2192 


Table 3A 


Hs.82401 


NM_001781 


4502680 


2193 


Table 3A 


Hs.1 16481 


NMJJ01782 


4502682 


2194 


Table 3A 


Hs.79630 


NMJJ01783 


4502684 


2195 


literature 


Hs.184298 


NMJ)01799 


4502742 


2198 


Table 3A 


Hs.276770 


NMJ)01B03 


4502760 


2197 


Table 3A 


Hs.10029 


NMJJ01814 


4503140 


2198 


literature 


Hs.41 


NM_001816 


4502794 


2199 


Table 3A 


Hs.83758 


NWL001827 


4502858 


2200 


literature 


Hs.1 58324 


NM.001837 


4502636 




Table 3A 


Hs 3462 


mm 001867 

INIVI^UU 1 Owl 


450799? 


2202 


Table 3A 


Hs.75360 


NMJJ01873 


4503008 


2203 


Table 3A 


Hs.1940 


NM_001885 


4503056 


2204 


Table 3A 


Hs.19904 


NM_001902 


4503124 


2205 


literature 


Hs.178452 


NM_001903 


4503126 




Table 3A " 




NM 001 Q0R 


4503138 


2207 


Table 3A 


Hs.78056 


NMJ)01912 


4503154 


2208 


literature 


Hs.289271 


NM_001916 


4503184 


2209 


Table 3A 


Hs.77494 


NM_001929 


4503318 


2210 


db mining - 


Hs.334626 


NM_032332 


14150113 


2211 


Table 3A 


Hs.180383 


NMJJ0194B 


4503418 


2212 


Table 3A ■ 


Hs.82113 


NMJ)01948 


4503422 


2213 


Table 3A 


Hs.42287 


NM_001952 


12669917 


2214 


literature 


Hs.2271 


NMJJ01955 


4503460 


2215 


Table 3A 


Hs.275959 


NMJW1959 


4503476 


2216 


Table 3A 


Hs.326035 


NM_001 9S4 


4503492 


2217 


Table 3A 


Hs.79308 


NM_001968 


4503534 


2218 


literature 


Hs.99863 


NM_001972 


4503548 


2219 


db mining 


HS.211956 


NMJ>12099 


6912245 


2220 


Table 3A 


Hs.62192 


NM_001993 


10518499 



Table 8 

601885667F1 cDNA, 5' end 
/done=lMAGE:4 1 041 84 /done_end=5* 

CD38 antigen (p45) (CD38), mRNA 
/cds=(69,971) 

ectonudeoside triphosphate 
dlphosphohydrolase 1 (ENTPD1), 
mRNA fcds=(67,1 599) 
CD46 antigen (B-cel) membrane 
protein) (CD48), mRNA /cds=(36,767) 
cDNA: FU23181 fis, clone LNG11094 
/cds=UNKNOWN 
CD69 antigen (p60, early T-cell 
activation antigen) (CD69), mRNA 
/cds=(81,680) 

CD72 antigen (CD72), mRNA 
/cds=(108,1187) 

CD79A antigen (tmmunoglobulin- 
assoctated alpha) (CD79A), transcript 
variant 1. mRNA /cds={36,716) 
cydin-dependent kinase 7 (homolog of 
Xenopus M015 cdk-activating kinase) 
(CDK7), mRNA/cds=(34,1074) 

CDW52 antigen (CAMPATH-1 antigen) 
(CDW52), mRNA/cds=(24,209) 

cathepsin C (CTSC), mRNA 
fcds=<33 t 1424) 

carcinoembryonic antigen-related cell 
adhesion molecule 8 (CEACAM8), 
mRNA/cds=(32,1081) 
CDC28 protein kinase 2 (CKS2), 
mRNA/cds=(95,334) 
chemokine (C-C motif) receptor 3 
(CCR3), mRNA /cds=<31 ,1098) 
cytochrome c oxidase subunit Vile 
(COX7C), mRNA /cds={1 8,209) 
carboxypeptidase E (CPE), mRNA 
/cds=(290,1720) 

crystallin, alpha B (CRYAB), mRNA 
/cds=(25,552) 

cystathlonase (cystathionine gamma- 
lyase) (CTH), mRNA /cds=(33, 1 250) 
catenm (cadherin-assodated protein), 
alpha 1 (102kD) (CTNNA1), mRNA 
/cds=(4,2727) 

cathepsin B(CTSB), mRNA 
/cds=(177,1196) 
cathepsin L (CTSL), mRNA 
/Cds=(288,1289) 
cytochrome c-1 (CYC1), mRNA 
/cds=(8,985) 

deoxyguanosine kinase (DGUOK), 
mRNA /cds=(1 1 ,793) 
hypothetical protein MGC4238 • 
(MGC4238), mRNA/cds=(30 ( 977) 

dual specrfidty phosphatase 6 
(DUSP8), transcript variant 1, mRNA • 
/cds=(351,1496) 

dUTP pyrophosphatase (DUT), mRNA 
/cds=(29,523) 

E2F transcription factor 6 (E2F6), 
mRNA/cds^O.845) 
endothellnl (EDN1), mRNA 
/cds=(336,974) 

eukaryotic translation elongation factor 
1beta2(EEFlB2), mRNA 
/cds=(235,912) 

early growth response 1 (EGR1), 
mRNA /cds=(270,1 901) 
eukaryotic translation initiation factor 
4E (EIF4E), mRNA /cds=(18,671) 
elastase 2, neutrophil (ELA2), mRNA 
;cds=(38,841) 

CD3-epsllon-assotiated protein; 
antisense to ERCC-1 (ASE-1), mRNA 
/Cds=(488,2020) 

coagulation factor III (thromboplastin, 
tissue factor) (F3), mRNA 
/cds=(123,10io) 
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AGCAGCAGTGACATAAAATTCCATGT 
TAGATAAGCATATGTTACTTACCT 

CTC CACAATAAG GTCAATG C CAGAGA 
CGGAAGC C 1 1 1 1 I CCCCAAAGTCT 
TGGAGGTATTCAATATCCTTTGCCTC 
AAGGACTTCGGCAGATACTGTCTC 

GGTGCCCACCATTCTTGGCCTGTTAC 
TTACCTGAGATGAGCTCTTTTAAC 
TTAAGAAGAAATACCCACTAACAAAG . 
AACAAGCATTAGTTTTGG CTGTCA 
GCAAGACATAGAATAGTGTTGGAAAA 
TGTGCAATATGTGATGTGGCAAAT 

GGGCGGCCCGGAGCCAGCCAGGCA 
GTTTTATTGAAATC 1 1 1 1 1 AAATAAT 
CTGATTGTAGCAGCCTCGTTAGTGTC 
ACCCCCTCCTCCCTGATCTGTCAG 

AGAGAACACTGGACAACATTTTACTA 
CTGAG GGAAATAGCCAAAAAGGCA 



CATGGGGGCAACAGCCAAAATAGGG 
GGGTAATGATGTAGGGGCCAAG CAG 

TTCTGGAAGATGGTCAGCTATGAAGT 
AATAGAGTTTG CTTAATC ATTTGT 
GGGTGG CTCTGATATAGTAGCTCTGG 
TGTAGTTTCTGCATTTCAAGAAGA 

TTCCAGTCA G 1 1 1 1 1 C TCTTAAGTGCC 

TGTTTGAGTTTACTGAAACAGTT 

AAG GACCAAG GAGATGAAG CAAAC A 

CATTAAGCCTTCCACACTCACCTCT 

AGGTGCAGCCTCTGGAAGTGGATCA 

AACTAGAACTCATATG CCATACTAG 

ACTTAAAAGTTTAGGGTTTTCTCTTGG 

TTGTAGAGTGGCCCAGAATTGCA 

GTCTTGTGACTAGTG CTGAAGCTTAT 

TAATGCTAAGGGCAGGCCCAAATT 

CCAGAGCTGCTATTAGAAGCTGCTTC 

CTGTGAAGATCAATCTTCCTGAGT 

TCCTCTTTCTCCCAGCTTCAAATGCA 

CAATTCATCATTGGGCTCACTTCT 

GAG CTTCACCCTGTCAAGTTAACAAG 

GAATGCCTGTGCCAATAAAAGGTT 

CTC GAATC ATTGAAG ATCC GAGTGTG 

ATTTGAATTCTGTGATATTTTCAC 

CTTCATCTGGAAGAAGAGGCAAGGG 

GGCAGGAGACCAGGCTCTAGCTCTG 

AGACTTTG CCATTGTTGCCATTGTTTT 

CTTTTGTAC CTGAAGCATTTTGA 

AAAAGTAGGGGAGGGGCTGGGTCTG 

CAAATTAATAAATAGAAGAGGGGGT 

GTCGCAAAGGGGATAATCTGGGAAA 
■ GACAC CAAATCATG G G CTCACTTTA 

TCAGTAAACAAATTCTTTCACAAGGTA 
CAAAATCTTG C ATAAG CTGAACT 
GTTTTACTTAGGACAAGTTGTACCTT 
GCCCTCTCTCCAGCTCTGCTCCCA 
ACTGGCTTCCATCAGTGGTAACTGCT 
TTG GTCTCTTCTTTCATCTGGGGA 
TGGATGTGGCTGCTTTCAACAAGATC 
TAAAATCCATCCTGGATCATGGCA 

TGTGGTGTATATC CTTCCAAAAAATTA 
AAAC GAAAATAAAGTAG CTGCGA 
GTCTTCCATGTGAACAGCATAAGTTT 
G GAGCACTAGTTTG ATTATTATGT 
GCCCACACCCACACTCTCCAGCATCT 
GGCACAATAAACATTCTCTGTTTT 
AGCTGTTTCCTGG GTAAATCTAGAGT 
GGGGTnTGGTTCTTTATTTTCCC 

GCAGGAGACATTGGTATTCTGGGCA 
GCTTCCTAATATGCTTTACAATCTG 
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2221 Table 3A 

2222 Table 3A 

2223 Table 3A 

2224 Table 3A 

2225 Table 3A 

2226 Table 3A 

2227 Table 3A 

2228 Table 3A 

2229 Table 3A 

2230 db mining 

2231 Table 3A 

2232 - Table 3A 

2233 Table 3A 

2234 Table 3A 

2235 Table 3A 

2236 Table 3A 

2237 Table 3A 

2238 Table 3A 

2239 Table 3A 

2240 TabteSA 

2241 Table 3A 

2242 literature 

2243 Table 3A 

2244 db mining 

2245 Table 3A 

2246 Table 3A 

2247 Table 3A 

2248 Table 3A - 

2249 Table 3A 

2250 Table 3A 



Hs.278333 NM_001995 4503650 



Hs.77393 NMJ)02004 4503684 



Hs.170133 NMJJ02015 9257221 



Hs.69764 NMJJ02024 

Hs.138381 NMJX)2027 

Hs.753 NMJW2029 

Hs.62954 NM_Q02032 

Hs.278238 NMJ302Q41 



4503764 
4503770 
4503778 
4503794 
8051596 



Hs. 169476 NMJ>02046 7669491 



Table 8 

fatry-add-Coenzyrne A ligase, long- 
chain 1 (FACL1), nuclear gene 
encoding mitochondrial protein, mRNA 
/cds=(73,2172) 

famesyl diphosphate synthase (femesyl 
pyrophosphate synthetase, 
dimethylaliyltranstransferase, 
geranyltranstransferase) (FDPS), 
mRNA /cds=(1 14,1373) 
forkhead box 01 A 
(rhabdomyosarcoma) (FOX01A), 
mRNA /cds=(385,2352) 
fragile X mental retardation 1 (FMR1), 
mRNA /cds=(21 9,21 17) . 
famesyltransferase. CAAX box, alpha 
(FNTA), mRNAfcds=(6,1145) 
formyl peptide receptor 1 (FPR1), 
mRNA/cds=(61,1113) 
ferritin, heavy polypeptide 1 (FTH1), 
mRNA /cds=(91 ,663) 
GA-binding protein transalption factor, 
beta subunit 2 (47kD) (GABPB2), 
transcript variant gamma, mRNA 
/cds=(169,1251) 

Homo sapiens, glyceraldehyde-3- 
phosphate dehydrogenase, clone 
MGC:10926 MAGE:3628129, mRNA. 
complete cds /cds=(2306,331 3) 
GATA-bindlng protein 2 (GATA2), 
mRNA/cds=(193,1617) 
guanylate binding protein 1, interferon- 
inducible, 67kD (GBP1), mRNA 
/cds=(6B,1846) 

glutamine-fructose-6-phosphate 
transaminase 1 (GFPT1), mRNA 
/cds=(1 22,21 67) 

guanine nucleotide binding protein (G 
protein), q polypeptide (GNAQ), mRNA 
/cds=(220,1299) 

guanine nucleotide binding protein (G 
protein), beta polypeptide 1 (GNB1), 
mRNA/cds=(280,1302) 
golgi autoantigen, golgin subfamily a, 4 
(GOLGA4), mRNA/cds=(285,6977) 
granulin (GRN), mRNA /cds=(62,1843) 

G1 to S phase transition 1 (GSPT1), 
mRNA/cds=(648,2147) 
genera) transcription factor fllA 
(GTF3A), mRNA/cdS=(19,1290) 
H2A histone family, member Z 
(H2AF2), mRNA /cds=(1 06,492) 
H3 histone, family 3A (H3F3A), mRNA 
/cds=(374,784) 

histidine ammonia-lyase (HAL), mRNA 
/cds={297,2270) 

histidyl-tRNA synthetase (HARS), 
mRNA /cds=(455,1 984) 
hemopoietic cell kinase (HCK), mRNA 
/cds=(168,1685) 

major histocompatibility complex, class 

I, C (HLA-C), mRNA/cds=(0,1100) 

Hs.814 NM_002121 4504404 major histocompatibility complex, class 

II, DP beta 1 (HLA-DPB1), mRNA 
/cds=(1 9,795) 

major histocompatibility complex, dass 
II, DR beta 5 (HLA-ORB5), mRNA ■ 
/cds=(29.829) 

mRNA; cDNA DKFZp566M063 (from 
done DKFZp566M063) 
/ods=UNKNOWN 

Hs.80684 NM_002129 14141173 high-mobility group (nonhistone 

chromosomal) protein 2 (HMG2), 
mRNA/cds=(190,819) 
nuclear receptor subfamily 4, group A, 
member 1 (NR4A1), mRNA 
/cds=(1 10,1906) 
heterogeneous nuclear 
ribonucfeoproteinAI (HNRPA1), 
transcript variant 2, mRNA 
/cds=(104 t 1222) 



Hs.334695 NM_0O2O5O 

Hs.62661 NM_002053 

Hs.1674 NM_002056 

Hs.296261 NM.002072 

Hs.215595 NMJ302074 



Hs. 183773 

Hs.1 80577 

Hs.2707 

Hs.75113 

Hs.119192 

Hs.181307 

Hs.263435 

Hs.77798 

Hs.89555 

Hs^77477 



NfVL002078 
NMJ302087 
NMJJ02094 
NM_002097 
NM_002106 
NM_002107 
NMJ>02108 
NM_002109 
NM_0Q211O 
NM 002117 



HS.308026 NMJJ02125 
Hs.324278 NM_002128 



4503926 
4503938 

4503980 

4504044 

11321584 

6715599 
4504150 
4504168 
4753158 
4504254 
4504278 
4809282 
6996013 
4504356 
11321588 



4504412 



4504424 



Hs.1119 NM 002135 4504440 



Hs.249495 NM 002136 4504444 



TGGTTTTCATATCAAAAGATCATGTTG 
GGATTAACTTGCC 1 1 1 1 ICCCCA 



ATCTACAAGCGGAGAAAGTGACCTAG 
AGATTGCAAGGGCGG GGAGAGGAG 



TGTTTAAATGGCTTGGTGTCTTTCTTT 
TCTAATTATGCAGAATAAGCTCT 

AAAACTGTACTTTGATTCACATGTTTT 
CAAATGGAGTTGGAGTTCATTCA 
TCCATCAGAG CTG GTCTG CACACTCA 
CATTATCTTGCTATCACTGTAACC 
GAGACTTTCGAGCTCCCAG CTCCAGC 
TTCGTCTCACCTTGAGTTAGGCTG 
TGTTG GGGTTTCCTTTACCTTTTCTAT 
AAGTTGTAC CAAAACATCCACTT 
AGGAGTCTTTTACCCGGTGTGCTTTG 
CCGCAGTCATCCAAAATAAATTCA 



TAGGGAGCCGCACCTTGTCATGTACC 
ATCAATAAAGTACCCTGTGCTCAA 



GCTGTATATAAACGTGTCCCGAGCTT 
AGATTCTGTATGCGGTGACGGCGG 
TGTCTTATGTGTCAAAAGTCCTAGGA 
AAGTG GTTGATGTTTCTTATAGCA 

GCTGAATGACATATTTTATCTTGTTCT 
TTAAAATCACAACACAGAGCTGC 

TGTCTCTCTCTCTTTTTCTTTTCTATG 
GAGCAAAACAAAGCTGATTTCCC 

CAGTGTACTG C AAGGAAGCTGGATG 
CAAGATAGATACTATATTAAACTGT 

TGTATTGTATGCAAATCTGTGATTGTT 

GGCAGTGTCATCTCTGAGAAACA 

GGGGTGTTTGTGTGTGTGCGCGTGT 

GCGTTTCAATAAAGTTTGTACACTT 

TTTAGTATTTTTCCCCCAGG CCAGAT 

C ATTC GTGAGTGTGCGAGTGTGTG 

TGCTTTGTTTAAAGGACTGCAGACCA 

AGGAGTCGAGCTTTCTCTCAGAGC 

ACCTTATTTCCACTCTGGTGGATAAG 

TTCAATAAAGGTCATATCCCAAAC 

AATGTTGTCTGTCTTCTGTGCTGTTC 

CTGTAAGTTTGCTATTAAAATACA 

ACCTTCCTCATTTCACAGATAAGGAA 

TCTTTGGGGATTAACCAACCTCCT 

AGATACCTCCCCACCACCAATTGCCA 

AAGGTCCAATAAAATGCCTCAACC 

GCAATCCACAATCTGACATTCTCAGG 

AAGCCCCCAAGTTGATATTTCTAT 

TCTCAGGCTGCGTGCAGCAACAGTG 

CC CAGGG CTCTGATGAGTCTCTCAT 

GCCTCCAACCATGTTCCCTTCTTCTT 
AGCACCACAAATAATCAAAACCCA 

CTCATCTTCAACTTTTGT G CTCCCCTT 
TGCCTAAACCCT ATGGCCTCCTG 

TGGGGGTTGTAAATTGGCATGGAAAT 
TTAAAGCAGGTTCTTGTTGGTGCA 

TGTGTGTATGGTAGCACAGCAAACTT 
GTAG GAATTAGTATCAATAGTAAA 

CCTGCCTGGCTCTCTCTTCCTACCCT 
CCTTCCACATGTACATAAACTGTC 

AGATGGGAATGAAGCTTGTGTATCCA 
TTATCATGTGT AATCAATAAACGA 
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2251 Table 3A Hs.232400 NM 002137 



2252 Table 3A Hs.303627 NM_002138 



2253 Table 3A 

2254 Table 3A 

2255 Table 3A 

2256 Table 3A 



2260 Table 3A 

2201 db mining 

2262 db mining 

2263 Table 3A 

2264 Table 3A 

2265 Table 3A 

2266 Table 3A 

2267 Table 3A 

2268 Table 3A 

2269 Table 3A 

2270 Table 3A 

2271 Table 3A 

2272 Table 3A 

2273 Table 3A 

2274 Table 3A 

2275 Table 3A 

2276 Table 3A 

2277 Table 3A 



Hs.146381 NMJJ02139 

Hs.2733 NMJJ02145 

Hs.3268 NM_002155 

Hs.79037 NM_002156 



2257 Table 3A Hs.1197 NM_002157 

2258 db mining Hs.93177 NM.002176 

2259 Table 3A Hs.82065 NM 002184 



Hs.237868 NM_002185 

Hs.1702 NMJJ02188 

Hs.674 NMJ502187 

Hs.41724 NM_002190 

Hs.80645 NMJI02198 

Hs.83795 NM_002199 

Hs.334450 NM_002200 

Hs.241545 NMJX)2208 

Hs.174103 NM 002209 



Hs.287797 NM_002211 

Hs.5215 NMJJ02212 

Hs.50651 NMJJ02227 

Hs.198951 NM_002229 

Hs.3886 NMJJ02267 

Hs.74011 NM_002286 

Hs.334822 NM_002295 

H$.1 52931 NM_002296 

Hs.76506 NM_002298 



Table 8 

14043073 heterogeneous nuclear 

ribonucfeoproteinA2/B1 (HNRPA2B1), 

transcript variant B1, mRNA 

/cds=(1 69,1230) 
141 1 041 3 heterogeneous nuclear 

ribonucteoproteln O (AU-rich element 

RNA-binding protein 1, 37kD) 

(HNRPD), transcript variant 1, mRNA 

/cds=(285,1352) 
4504450 RNA binding motif protein. X 

chromosome (RBMX), mRNA 

/cds=(1 1,1186) 
4504464 homeo box B2 (HOXB2), mRNA 

/cds=(78,1 148) 
4504514 heat shock 70kD protein 6 (HSP70B*) 

(HSPA6), mRNA/cds=(0,1931) 

4504520 Homo sapiens, heat shock 60kD 
protein 1 (chaperonin), clone 
MGC:19755 IMAGE:3630225, mRNA, 
complete cds /cds=(1 705,3396) 

4504522 heat shock 10kD protein 1 (chaperonin 
10) (HSPE1), mRNA /cds=(41 ,349) 

4504602 interferon, beta 1, fibroblast (IFNB1), 

mRNA/cds^O.563) 
4504674 interieukin 6 signal transducer (gp1 30, 

oncostatin M receptor) (IL6ST), mRNA 

/cds=(255,3011) 
4504678 interieukin 7 receptor (IL7R), mRNA 

/cds=(22,1401) 
4504684 interieukin 9 receptor precursor (IL9R) 

gene, complete cds /cds=(214,1779) 

4504640 Interieukin 12B (natural killer cell 
stimulatory factor 2, cytotoxic 
lymphocyte maturation factor 2, p40)' 
(IL1 2B), mRNA /cds=(1 3,999) 

4504650 interieukin 17 (cytotoxic T-tymphocyte- 
associated serine esterase 8) (IL17), 
mRNA/cds=(53,520) 

4504720 interferon regulatory factor 1 (IRF1). 

mRNA /cds=(197,1 174) 
4755144 interferon regulatory factor 2 (IRF2), 

mRNA/cds=(177,1226) 
4504726 Interferon regulatory factor 5 (IRF5), 

transcript variant 1 , mRNA 

/cds=(102,1616) 
6007850 Homo sapiens, Similar to hypothetical 

protein, clone MGC:1824 

IMAGE:3509518, mRNA, complete cds 

/cds=(533,1504) 
4504756 integrin, alpha L (antigen CD11A 

(p180), lymphocyte function-associated 

antigen 1; alpha polypeptide) (TTGAL), 

mRNA /cds=(88,3600) 

4504766 mRNA for FU00043 protein, partial 

cds/cds=(0,4248) 
4504770 Integrin beta 4 binding protein 

([TGB4BP). mRNA/cds=(70,807) 
4504802 Janus kinase 1 (a protein tyrosine 

kinase) (JAK1), mRNA /cds=(75, 3503) 

4504808 jun B proto-oncogene (JUNB) 

4504898 karyopherin alpha 3 (importin alpha 4) 

(KPNA3), mRNA/cds=(91.1656) 
1 1 693297 lymphocyte-activation gene 3 (LAG3), 

mRNA /cds*(349,1 938) 
9845501 Homo sapiens, Similar to ribosomal 

protein L4, done MGC.2986 

IMAGB31 39805, mRNA, complete cds 

/cds=(1616,2617) 
4504960 lamin B receptor (LBR), mRNA 

/cds=(75,1922) 
7382490 lymphocyte cytosolic protein 1 (L- 

plastin) (LCP1), mRNA /cds*(1 73,2056) 



PCT7US01/47856 



TTAAGATTTTTCTCAAAGTTTTGAAAA 
GCTATTAGCCAGGATCATGGTGT 



1 TGCGGCTAGTTCAGAGAGA 1 1 1 1 TAG 
AGCTGTGGTGGACTTCATAGATGA 



1 C C ATTTTG C CTTTCTGAC ATTTCCTTG 
GGAATCTGCAAGAACCTCCCCTT 

1 TTC CGTTTG G TAGACTCCTTC CAATG 
AAATCTC AG GAATAATTAAACTCT 

1 GGCAGAGAAGGAGGAGTATGAGCAT 
CAGAAGAGGGAGCTGGAGCAAATCT 

1 AGCAGCCTTTCTGTGGAGAGTGAGAA 
TAATTGTGTACAAAGTAGAGAAGT 



1 AATGATAACTAATGACATCCAGTGTC 
TCCAAAATTGTTTCCTTGTACTGA 

1 TCCCTCTGGGACTGGACAATTGCTTC 
AAG CATTCTTCAACCAG CAGATG C 

1 CGGCTACATGCCTCAGTGAAG GACTA 
GTAGTTCCTGCTACAACTTCAGCA 

1 CATGAGTCAAGAGCATCCTGCTTCTA 
CCATGTG GATTTG GTCACAAGGTT 

1 GTCAGAGGTCCTGTCTGGATGGAGG 
CTGGAGGCTCCCCCCTCAACCCCTC 

1 CCTGATACACAATTATGACCAGAAAA 
TATGGCTCCATGAAGGTGCTACTT 



ATTCAATTCCAGAGTAGTTTCAAGTTT 
CACATCGTAACCATTTTCGCCCG 



TGGAAATGTCATCTAACCATTAAGTC 

ATGTGTGAACACATAAGGACGTGT 

AATTCCCAGATTTGAAGACAAAAATA 

CTCTAATTCTAACC AGAG CAAGCT 

TGGCAGCTACCCCCTTCTTGAGAGTC 

CAAGAACCTGGAGCAGAAATAATT 

TTCCTTCAG GATGATCTAGAGCAGCA 
TGGAGCTGTTGGTAGAATATTAGT 



TGCCAAGCACAGTG CCTGCATGTATT 
TATCCAATAAATGTGAAATTCTGT 



ACCACTGTATGTTTACTTCTCACCATT 
TGAGTTGCCCATCTTGTTTCACA 
GGCTG AG GGTTCTGCTGTCCTGTGC 
CACCC CATTAAAGTG CAGTTC C TCC 
ACCATCCAATCGGACAAGCTTTCAGA 
ACCTTATTGAAGGATTTGAAGCAC 

AGTCTCTAAAGAGTTTATTTTAAGACG 
TGTTTGTGTTTGTGTGTGTTTGT 
TGGAAGACTAAAGAGGTGCAATGTGA 
TCTGAG CCTC CATCATTGTCCTCC 
GCAGCCAGCAGATCTCAGCAGCCCA 
GTCCAAATAAACGTCCTGTCTAGCA 
GGTAG GAG CAACCACTGACTGGTCTT 
AAGCTGTTCTTG CATAGGCTCTTA 



TCAG CTACACTTTG 1 1 1 1 1AAGTTTGT 
TTTTGACATGTTTATTTGGCAAA 
TCCCCCCTCCGCCTCCCAGGAAGAA 
AGAATGTTACTGCCTTAATAAAAAA 
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Table 8 



2278 Table 3A 

2279 Table 3A 

2280 Table 3A 

2281 literature 

2282 Table 3A 

2283 Table 3A 

2284 literature 

2285 Table 3A 

2286 Table 3A 

2287 Table 3A 

2288 Table 3A 

2289 Table 3A • 

2290 Table 3A 

2291 Table 3A 

2292 literature 

2293 Table 3A 

2294 db mining 

2295 db mining 

2296 db mining 

2297 db mining 

2298 db mining 

2299 db mining 

2300 db mining 

2301 literature 

2302 literature 

2303 Table 3A 

2304 literature 

2305 literature 
2308 literature 



Hs.234469 NMJJ02300 



4557031 Homo sapiens, lactate dehydrogenase 
B, clone MGC:3600 IMAG £3028947, 
mRNA, complete cds /cds=(1 745,2749) 



Hs.2250 NMJI02309 6006018 

Hs.2798 NM.002310 6042197 

Hs.166091 NWL.002312 4504996 

Hs.1 58203 NMJXJ2313 6006043 

Hs.890 NMJ302341 4505034 

Hs.1116 NMJW2342 4505038 

Hs.105938 NMJ)02343 4505042 

Hs.210 NM.002344 4505044 

Hs.80887 NMJW2350 4505054 

Hs.75709 NMJ>02355 10947032 



Hs.330716 NMJJ02356 

Hs.69547 NM_002385 

Hs.172195 NMJJ02408 

Hs.1384 NM_002412 

Hs.177543 NMJ102414 

Hs.83169 NMJD02421 

Hs.83326 NMJJ02422 

Hs.2256 NM_002423 

Hs.73862 NMJX)2424 

Hs.2258 NMJH52425 

Hs.1695 NMJW2426 

Hs.2936 NM_002427 

Hs.82380 NWL.002431 

Hs.79396 NMJJ02434 

Hs.1861 NMJJ02436 

Hs.42674 NMJI02439 

HS.1 15246 NMJJ02440 

Hs.112193 NM 002441 



11125771 
4505122 



leukemia inhibitory factor (cholinergic 
differentiation factor) (UF), mRNA 
/cds=(64 t 672) 

leukemia inhibitory factor receptor 
(LIFR), mRNA /cds={1 53,3446) 
ligase IV, DNA, ATP-dependent (LIG4). 
mRNA/cds=(474,3008) 
actin binding LIM protein 1 (ABLIM), 
transcript variant ABLlM-l, mRNA 
/cds=(99,2435) 

lymphotoxin beta (TNF superfamily, 
member 3) (LTB), transcript variant 1 , 
mRNA/cdS=(8,742) 
lymphotoxin beta receptor (TNFR 
superfamily, member 3) (LTBR), mRNA 
/cds=(168,1475) 
lactotransferrin (LTF), mRNA 
/cds=(294,2429) 

leukocyte tyrosine kinase (LTK), mRNA 
/cds=(170,25B1) 

v-yes-1 Yamaguchi sarcoma viral 
related oncogene homolog (LYN), 
mRNA/cds=(297,1835) 
mannose-6-phosphate receptor (cation 
dependent) (M6PR), mRNA 
/cds=(170,1003) 
cDNAFLI14368fis, clone 
HEMBA1001 122 /cds=UN KNOWN 
myelin basic protein (MBP), mRNA 
/cds=(10,570) 



6031 1 83 mannosyl (alpha-1 ,6-)-glycoproteln 
beta-1,2-N- 



(MGAT2), mRNA /cds=(489,1832) 
4505176 O-6-methylguanine-DNA 

methyltransferase (MGMT), mRNA 

/cds=(40,663) 
45051 82 antigen identified by monoclonal 

antibodies 12E7, F21 and 013 (MIC2), 

mRNA/cds=(123,680) 
13027798 matrix metalloproteinase 1 (interstitial 

collagenase) (MMP1), mRNA 

/cds=(71,14B0) 

1 3027803 matrix metalloproteinase 3 (stromelysin 
1, progelatinase) (MMP3), mRNA 
/cds=(63,1496) 

1 3027804 matrix metalloproteinase 7 (matrilysin, 
uterine) (MMP7), mRNA /cds=(47,850) 

4505220 matrix metalloproteinase 8 (neutrophil 

collagenase) (MMP8), mRNA 

/cds=(71,1474) 
4505204 matrix metalloproteinase 1 0 

(stromelysin 2) (MMP10), mRNA 

/cds=(22,1452) 
4505206 matrix metalloproteinase 12 

(macrophage eJastase) (MMP12), 

mRNA/cds=(12,1424) 
1 3027796 matrix metalloproteinase 1 3 

(collagenase 3) (MMP13), mRNA 

/cds=(28,1443) 
4505224 menage a trois 1 (CAK assembly 

factor) (MNAT1), mRNA/cds=(34,963) 

4505232 N-methylpurine-DNA glycosylase 
(MPG), mRNA /cds=(1 46,1 042) 

6006024 membrane protein, palmitoylated 1 

(55kD) (MPP1), mRNA/cds=(115,1515) 

4505248 mutS (E coli) homolog 3 (MSH3), 

mRNA/cds=(16,3402) 
4505250 mutS (E ccfi) homolog 4 (MSH4), 

mRNA /cds=(41, 2851) 
4505252 mRNA for G7 protein (G7 gene located 

in the class III region of the major 

histocompatibility complex 

/cds=(56,2611) 



GTGAATTTGGGCTCACAGAATCAAAG 
CCTATGCTTGGTAGCTCTTGAACA 



TCCTTCCTTTCCACTGAAAAGCACAT 
GGCCTTGGGTGACAAATTCCTCTT 

AGAAATGTTCAGTAATGAAAAAATATA 

TCCAATCAGAGCCATCCCGAAAA 

TTTTAACTTTTAAGGTTGAAAAGACAA 

TAGCCCAAAGCCAAGAAAGAAAA 

GCACTCCTTTGTCATATACTCTGCAT 

CACTGTCATACTCACAACTTCGTG 

TGGCAGTGGGAAAAATGTAGGAGAC 
TGTTTGGAAATTGATTTTGAACCTG 

CATGCAAATAAAAAGAATGGGACCTA 
AACTCGTG CCGCTCGTGCCGAATT 

. G GATTG C CCATCCATCTG CTTACAAT 
TCCCTGCTGTCGTCTTAGCAAGAA 
GAGCACTGGATTGCTTTCCCATTATG 
AGCGTCCTTCATCTGGGCAGACCC 
AACCG GATATATACATAG CATGACAT 
TTCTTTGTGCTTTGGCTTACTTGT 

ATTTGTTTGCATCCCTCCCCCACACC 
CTGGTGTTTTAAAATGAAGAAAAA 

AAACTCCTGCTTAAG GTGTTCTAATTT 
TCTGTGAGCACACTAAAAGCGAA 
GACATGCGGGCTGGGCAGCTGTTAG 
AGTCC AACGTGG GG CAGCACAGAGA 

ACCAAAATTCAGTGAAGG CATTCTAC 
AAGTTTTGAGTTAG CATTACATTT 



TAACACTGCATCGGATG CGGG GCGT 
GGAGGCACCGCTGTATTAAAGGAAG 

TCCATCGAGCACGTCTGAAACCCCTG 
GTAGCCCCGACTTCTTTTTAATTA 

CAGTCACTGGTGTCACCCTGGATAG 
GCAAGG GATAACTCTTCTAACAC AA 

GGGAAGCACTCGTGTGCAACAGACA 
AGTGACTGTATCTGTGTAGACTATT 

TCTATGAGCTTTGTCAGTGCGCGTAG 
ATGTCAATAAATGTTACATACACA 

ATATGGTGCTGTTTTCTACCCTTGGA 
AAGAAATGTAGATGATATGTTTCG 

TTGCTAGGCGAGATAGGGGGAAGAC 
AGATATGGGTGTTTTTAATAAATCT 

AAGTTGCTTCCTAACATCCTTGGACT 
GAGAAATTATACTTACTTCTGGCA 

CTCAG GCAAAGAAAATGAAATGCATA 
TTTGCAAAGTGTATTAGGAAGTGT 

TG GAAG AGAG G AATAAATAATTC A C C 
TATATGTGTTTGAGGTTGTGACAG 

GCCTGAGCAAAGGGCCTGCCCAGAC 
AAG A l rm I A ATTGTTTAAAAACC 
AAATGACACATCTGTG C AATAGAATG 
ATGTCTGCTCTAGG GAAACCTTCA 



ATA 1 1 I I IATTTGTTTCAGTTCAGATA 

ATTGGCAACTGGGTGAATCTGGC 

TTC C C AG GACCGAACAAGTTC CAGAA 

AAGACTGAAGAATAATCACAATTC 

TTCCTTATCTCCCTCAGACGCAGAGT 

TTTTAGTTTCTCTAGAAATTTTGT 
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2307 Table 3A 

2308 literature 

2309 Table 3A 

2310 Table 3A 

2311 Table 3A 



2318 literature 

2319 Table 3A 

2320 Table 3A 

2321 Table 3A 

2322 Table 3A 

2323 Table 3A 

2324 Table 3A 

2325 Table 3A 

2328 Table 3A 

2327 Table 3A 

2328 literature 



2330 literature 



Hs^88742 NMJJ02444 

Hs.388 NM 002452 

Hs.82132 NM_002460 

Hs.82132 NMJJ02460 

Hs.76391 NM 002462 



2312 Table 3A Hs.926 NM_002463 

2313 Table 3A Hs.79070 NMJW2467 

2314 Table 3A Hs.243886 NMJJ02482 

2315 Table 3A Hs.25812 NM_002485 

2316 Table 3A Hs.19236 NMJ>02492 

2317 Table 3A Hs.10758 NMJ)02495 



4505256 
4505274 

4505286 
4505286 
4505290 

11342663 
12962934 
4505332 
6996019 
4505362 
4505368 



Hs.1827 • NM_002507 4505392 

Hs.82226 NMJ302510 4505404 

Hs.214 NM.002515 4505424 

Hs.89385 NMJJ02519 4505430 

Hs.9614 NMJJ02520 10835062 

Hs.1 53952 NM_002526 4505466 

Hs.66196 NMJW2528 6224Si77 

Hs.264981 NM_002535 4505484 



HS.74583 NMJ)02537 
Hs.75212 NM_002539 
Hs.96398 NM_002542 



2329 Table 3A Hs.77729 NM 002543 



Hs.81791 NM_002546 



2331 Table 3A Hs.172182 NM_002568 

2332 Table 3A Hs.75716 NMJW2575 



9845508 
4505488 
7949101 

4505500 
4507566 

4505574 
4505594 



2333 Table 3A Hs.188 NMJJ02600 4505662 



2334 literature Hs.37040 NM.002607 4505678 



Table 8 

cDNA: FU22712 fis, done HSI13435 
/cds=UNKNOWN 

nudix (nucleoside diphosphate linked 
moiety XHype motif 1 (NUDT1), mRNA 
/cds=(26,496) 

Interferon regulatory factor 4 (IRF4), 
mRNA/cds=(105,1460) 

interferon regulatory factor 4 (IRF4), 
mRNA /cds=(1 05, 1 460) 

myxovirus (influenza) resistance 1, 
homolog of murine 0nterferon-inducible 
protein p78) (MX1), mRNA 
/cds=<345,2333) 

myxovirus Onfluenza) resistance 2. 
homoJog of murine (MX2), mRNA 
/cds=K104,2251) 

v-myc avian myelocytomatosis viral 
oncogene homolog (MYC), mRNA 
/cds=(558,1877) 

nuclear autoantigenic sperm protein 
(histone-bindlng) (NASP), mRNA 
/cds=(85,2448) 

Nijmegen breakage syndrome 1 
(nibrin)(NBSl), mRNA/cds=<52,2316) 

NADH dehydrogenase (ubiquinone) 1 
beta subcomplex, 5 (16kD, SGDH) 
(NDUFB5), mRNA/cds=(6,575) 
NADH dehydrogenase (ubiquinone) Fe- 
S protein 4 (18kD) (NADH-coenzyme Q 
reductase) (NDUFS4), mRNA 
/cds=(8,535) 

nerve growth factor receptor (TNFR 
superfamily, member 16) (NGFR), 
mRNA/cds=(113,1396) 

glycoprotein (transmembrane) nmb 
(GPNMB), mRNA /cds=(91, 1773) 

neuro-oncological ventral antigen 1 
(NOVA1), transcript variant 1, mRNA 
/cds=(60,1592) 

nuclear protein, ataxia-telangiectasia 
locus (NPAT), mRNA /cds=(34,4317) 

nucleophosmin (nucleolar 
phosphoprotein B23, numatrin) (NPM1), 
mRNA/cds=(0,884) 

5' nudeotidase (CD73) (NT5), mRNA 
/cds=(49,1773) 

nth (Ecoli endonuclease lll)-like 1 
(NTHL1), mRNA /cds=(0,938) 

2 , -5 , -ollgoadenylate synthetase 2 (69- 
71 kD) (OAS2), transcript variant 2, 
mRNA /cds=(1 9,2082) 

ornithine decarboxylase antizyme 2 
(OAZ2), mRNA /cds=UNKNOWN 

ornithine decarboxylase 1 (ODC1) 
mRNA/cds=(334,1719) 

8-oxoguanine DNA glycosyiase 
(OGG1), nuclear gene encoding 
mitochondrial protein, transcript variant 
1b, mRNA /cds=(1266,2240) 

oxidised low density lipoprotein (lectin- 
like) receptor 1 (OLR1), mRNA 
/cds=(61,882) 

tumor necrosis factor receptor 
superfamily, member 1 1 b 
(osteoprotegerin) (TNFRSF1 1 B), 
mRNA/cds=(94,1299) 

poly(A)-blnding protein, cytoplasmic 1 
(PABPC1), mRNA/cds=(502,2403) 

serine (or cysteine) proteinase inhibitor, 
dade B (ovalbumin), member 2 
(SERPINB2), mRNA/cds=(72,1319) 

phosphodiesterase 4B, cAMP-spetific 
(dunce (Drosoprtfla)-homotog 
phosphodiesterase E4) (PDE4B), 
mRNA /cds=(765,2459) 
platelet-derived growth factor alpha 
polypeptide (PDGFA), mRNA 
/cds={403,993) 



PCT/US01/47856 



TTTTGGAGG G GTTTATGCTCAATCCA 
TGTTCTATTTCAGTGCCAATAAAA 
CATTGAGTGGCGCAGAGCCGGGTTT 
CATCTGGAATTAACTGGATGGAAGG 

TGGAAATTCCCGTGTTG CTTCAAACT 

GAGACAGATGGGACTTAACAGGCA 

TGGAAATTCCCGTGTTGCTTCAAACT 

GAGACAGATGGGACTTAACAGGCA 

CGTCCTGCGGAGCCCTGTCTCCTCT 

CTCTGTAATAAACTCATTTCTAGCC 



TTTCCCTGATTATGATGAGCTTCCATT 
GTTCTGTTAAGTCTTGAAGAG G A 

CAAATGCAACCTCACAACCTTGGCTG 
AGTCTTGAGACTGAAAGATTTAGC 

GGGACACTGGAGGCTGGAGCTACAG 
TTGAAAGCACTGCATGTTAAGAGGG 

TCTGTCATGCCCACAATCCCTTTCTA 
AGGAAGACTGCCCTACTATAGCAG 

G GAGAAATA G GAATTTGTGAAC C C CT 
AAAATTGTAG CAACTTTGAAAG GT 

ACAAGAGTATCCACAAAATAGGTTGG 
CACTGACTATATCTCTGCTTGACT 



GCCCTCCTGAAACTTACACACAAAAC 
GTTAAGTGATGAACATTAAATAGC 

AAACCATCTACTATATGTTAGACATGA 
CATTCTTTTTCTCTCCTTCCTGA 
GTGTATCTCGTGGAATCAGTGGTTAG 
CATTG CCGCTATTATATTTACTCA 

TTGTGATGTTAAGAAATTTGTATG GT 
GTGG CAGTGGTCTATTCCTAAGGA 
CGGATGACTGACCAAGAGGCTATTCA 
AGATCTCTGGCAGTGGAGGAAGTC 

CCTAAATCTGTGTGTGTATTGTGAAG 
TGGTATAAGAAATGACTTTGAACC 
CAGGCTGAGGTGGACCAAGAAGGCA 
ACCAAGTCCCCAGAGGAGACCCGCG 

GAATGTAGGGAAGAGGTGCCAAGCC 
AACCGTGGGGTTAGCTCTAATTATT 

ACGGGGATGTCAGGGAGGCAAGTGT 
GTTGTGTTACTGTGTCAATAAACTG 
GGCAGAATGGGCCAAAAGCTTAGTG 
TTGTGACCTG 1 1 I I IAAAATAAAGT 
CAAGATGGGGTGGGGGATATTGAGG 
GAG ACAGCGCTAAG GATGGTTTTAT 



TAGGCTrCTATTTCCTTTCCACCCACT 
CTTCACAGGCTATTCTACTTTAA 

GGTAACCAGGTCCAATCAGTAAAAAT 
AAGCTGCTTATAACTGGAAATGGC 



TCTGTTTTAAGTAACAGAATTGATAAC 
TGAGCAAGGAAAC GTAATTTGGA 
TGCCTTTAATTGTTCTCATAATGAAGA 
ATAAGTAGGTACCCTCCATGCCC 



TGCCATTAAG CAG GAATGTC ATGTTC 
CAGTTCATTACAAAAGAAAACAAT 



ACCTGTTTTGTATACCTGAGAG CCTG 
CTATGTTCTTCTTTTGTTGATCCA 
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2335 literature 

2336 literature 

2337 Table 3A 

2338 literature 
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2340 Table 3A 
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2344 db mining 
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2346 Table 3A 

2347 Table 3A 

2348 Table 3A 

2349 Table 3A 

2350 Table 3A 

2351 literature 

2352 Table 3A 

2353 Table 3A 



Hs.1 976 NMJJ02608 

Hs.81564 NM_002619 

Hs.53155 NM_002621 

Hs.99910 NM.002627 

Hs.181013 NM.002529 

Hs.78713 NMJW2635 

Hs.166204 NMJ)02636 

Hs.1 12341 NMJJ02638 

Hs.250697 NMJJQ2643 

Hs.32942 NM 002649 



Table 8 

4505680 platelet-derived growth factor beta 
polypeptide (simian sarcoma viral (v- 
sis) oncogene homotog) (PDGFB), 
mRNA /cds=(1 022, 1 747) 

4505732 platelet factor 4 (PF4), mRNA 
/cds={7,312) 

4505736 properdin P factor, complement (PFC), 

mRNA /cds=(242,1 651) 
1 1 321 600 phosphofructoWnase, platelet (PFKP), 
mRNA/cds=(33,2387) 

4505752 phosphoglycerate mutase 1 (brain) 
(PGAM1), mRNA /cds=(31, 795) 

4505774 solute carrier family 25 (mitochondrial 
carrier; phosphate carrier), member 3 
(SLC25A3), nuclear gene encoding 
mitochondrial protein, transcript variant 
1b, mRNA /cds=(48,1 133) 
13435395 PHD finger protein 1 (PHF1), transcript 
variant 2, mRNA/cds=(215,1918) 



4505786 
4505796 
4505802 



Hs.154846 NM 002651 4505808 



Hs.77274 NM_002658 

Hs.1 79857 NMJ)02659 

Hs.77436 NM_002664 

Hs.44499 NM.002687 

Hs.1 801 07 NM_002690 

Hs.99890 NM_002691 

Hs.334828 AB058697 

Hs.79402 NM 002694 



2354 Table 3A Hs.1 101 NM_002698 

2355 Table 3A Hs.2164 NM_002704 



4505862 
4505864 

4505878 
4505922 
4505930 
4505932 

14017804 
14702172 

4505958 
4505980 



2356 Table 3A Hs.17883 NM_002707 4505998 



protease inhibitor 3, skin-derived 
(SKALP) (PI3), mRNA /cds=(1 1 9,472) 

ras-like protein (TC10), mRNA 
/cds=(0,641) 

phosphoinositide-3-kinase, catalytic, 
gamma polypeptide (PIK3CG), mRNA 
/cds=(323,3628) 

phosphatidytinositol 4-kinase, catalytic, 
beta polypeptide (PIK4CB), mRNA 
/cds=(69,2555) 

plasminogen activator, urokinase 
(PIAU), mRNA /cds=(76, 1 37 1 ) 
plasminogen activator, urokinase 
receptor (PLAUR), mRNA 
^^=(426,1433) 
pleckstrin (PLEK), mRNA 
/cds=(60,1112) 

pinin, desmosome associated protein 
(PNN), mRNA /cds=(30,2261) 
polymerase (DNA directed), beta 
(POLB), mRNA /cds=(1 13,1 120) 
polymerase (DNA directed), delta 1, 
catalytic subunit (125kD) (POLD1), 
mRNA/cds=(53,3376) 
mRNA for KIAA1794 protein, partial 
cds/cds=(1592,4000) 
polymerase (RNA) II (DNA directed) 
polypeptide C (33kD) (POLR2C), 
transcript variant gamma, mRNA 
/cds=(57,884) 

POU domain, class 2, transcription 
factor2(POU2F2),mRNA 
/cds=(54,1445) 

pro-platelet basic protein (includes 
platelet basic protein, beta- 
thromboglobulin, connective tissue- 
activating peptide 111, neutrophil- * 
activating peptide-2) (PPBP), mRNA 
/cds=(66,452) 

protein phosphatase 1G (formerly 2C), 
magnesium-dependent, gamma isoform 
(PPM1G), mRNA/cds=(24,1664) 



2357 Table 3A Hs.77876 NM.Q02709 

2358 Table 3A Hs.79081 NM_002710 

2359 Table 3A Hs.36587 NMJ)02712 
2350 Table 3A Hs.179574 NMJXJ2717 

2361 Table 3A Hs.171734 NMJJ02719 

2362 Table 3A Hs.1 908 NM_002727 



4506004 Homo sapiens, Similar to RIKEN cDNA 

2410153K17 gene, clone MGC:19595 

IMAGE:3840843, mRNA, complete cds 

/cds=(469,1899) 
4506006 protein phosphatase 1 , catalytic 

subunit, gamma Isoform (PPP1CC), 

mRNA/cds=(154,1125) 
450601 2 protein phosphatase 1 , regulatory 

subunit7(PPP1R7),mRNA 

/cds=(15,1097) 
450601 8 protein phosphatase 2 (formerly 2A), 

regulatory subunit B (PR 52), alpha 

isoform (PPP2R2A), mRNA 

/cds=(105,1448) 
4506022 protein phosphatase 2, regulatory 

subunit B (B56), gamma isoform 

(PPP2R5C), mRNA /Cds=(88 f 1632) 
4506044 proteoglycan 1 , secretory granule 

(PRG1), mRNA/cds=(24,500) 



PCT7US01/47856 



CTG CTTCCTTCAGTTTGTAAAGTCGG 
TGATTATATTTTTGG GGGCTTTCC 



AGCATACTTC 1 1 I II I CCAGTTTCAAT 

CTAACTGTGAAAGAAACTTCTGA 

GAACTCTAACACTTCTCTCCTCCACT 

CTGAGCCCCCTGACCTTCCAAACC 

CCAGTGCGTGCTGTCTGTGGAGTGT 

GTCTCATGCTTTCAGATGTGCATAT 

CCCTGCCACATGGGTCCAGTGTTCAT 

CTGAG CATAACTGTACTAAATCCT 

TGCTTAAGGCAAGAGTTTCAGATTTA 

CTGTTGAAATAAACCCAACTGTTC 



1 CCTGACCCCTCCCATCCTTCCCATTT 
CCTTTGATGTTATTTTGTTACAGC 

1 TAAGTCCCTGCTGCCCTTCCCCTTCC 
CACACTGTCCATTCTTCCTCCCAT 

1 TGATGTGATTGTAGC I I 1 1 IAAACTAT 
GAAACCCCTGAGAGATTGTACCT 

1 CCCAAAGGTTCCTAAGCCTGGCTGCA 
AAGAAGAATCAACAGG GACACTTT 

1 TAGAAGTTTGC I 1 1 1 ICCCTGCCTGT 
CTTGGTCACTACCACCTCTTC CCT 

1 TGACCAGCACTGTCTCAGTTTCACTT 
TCACATAGATGTCCCTTTCTTGGC 

1 CTGCCCATCTCAGCCTCACCATCACC 
CTGCTAATGACTGCCAGACTGTGG 

1 TTCCTGAAGCTGTTCCCACTCCCAGA 

TGGTTTTATCAATAGCCTAGAG GT 
1 GGATTACCTTTCCTTGTAAAGAGGAT 

G CTG C CTTAAGAATTG CATGTTGT 
1 GGGTCTTTGGTG 1 1 1 1 I AAATGATTGT 

TTCTTCTTCATGC 1 1 I iGCTTGC 
1 CATGGGGCGGGGGCGGGACCAGGG 

AGAATTAATAAAGTTCTG G ACTTTTG 

1 ATTTAAAGCACAGTTTG I i 1 1 1 C TGTC 
ACCTATAGAGTGCAAGAATGCAC 

1 CAGCACTGTCTCCAGATAGGAACATG 
CACAAAGCAGTTAATTAGGCAGCC 



CTCCCCTCCCATTCCTCTGGTCCCTG 
CCTTGGTCCCTTGCCTGGGAAGAG 

AAG GTTGGTTAAAAGATG GCAGAAAG 
AAGATGAAAATAAATAAGCCTGGT 



CTCATCACCGGTTCTGTG CCTGTGCT 
CTGTTGTGTTGG AGGGAAG GACTG 



TTTGCTTGGCAACACGACTTGAAATA 
AATAAAACTTTGTTTCTTAG GAGA 



AAAAGAAATCTGTTTCAACAGATGAC 
CGTGTACAATACCGTGTGGTGAAA 

GACGCCACACACCATTTTCAGATGCC 
GTTGCAATTAAATCTTGCCACACT 

ATGTTTTAGTAACAG7TGGCTGTAAT 
CACTCCTCGCCGTGTCTG GCACTG 



AGTTCTGCGTTTGGCATCTTCACTCT 
TTCCAAAATGTATCTGTACATCAG 

TGTGTTTGCAGAGCTAGTGGATGTGT 
TTGTCTACAAGTATGATTGCTGTT 
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2363 Table 3A Hs.1 83037 NMJJ02734 4506062 



2364 Table 3A Hs.2499 NMJJ02741 4506072 



2365 literature Hs.324473 NM_002745 

2366 nterature Hs.267445 NM_002750 



2367 literature 

2368 db mining 
2359 Table 3A 

2370 Table 3A 

2371 Table 3A 

2372 Table 3A 

2373 Table 3A 

2374 Table 3A 



2378 Table 3A 

2379 Table 3A 

2380 Table 3A 



2382 Table 3A 

2383 Table 3A 

2384 Table 3A 

2385 Table 3A 



Hs.274382 NMJ>02759 

Hs.56 NMJXJ2764 

HS.82159 NM.002786 

Hs.167106 NMJJ02788 

HS.251531 NMJJ02789 

Hs.76913 NMJJ02790 

Hs.233952 NM_002792 

Hs.89545 NM 002796 



2375 Table 3A Hs.118065 NMJJ02799 

2376 Table 3A Hs.61153 NM_002803 

2377 Table 3A Hs.79387 NM 002805 



Hs.341867 NMJ102807 
HS.74619 NMJW2808 



2381 Table 3A Hs.78466 NM_002812 



HS.30B328 NM_002817 

Hs.250655 NMJ302823 
Hs.155894 NMJJ02827 



4506086 
4506094 

4506102 

4506126 

4506178 

4506182 

4506184 

4506186 

4506188 

4506198 

4506202 

4506208 

4506212 

4506224 
4506226 



Hs.1 55543 NMJJ02811 4506230 



4506232 

4506222 

4506276 
4506288 



Hs.82829 NM 002828 4506290 



2386 Table 3A Hs.63489 NM_002831 4506296 

2387 Table 3A Hs.35 NM_002832 4506298 

2388 Table 3A Hs.62 NMJ0O2835 4506286 

2389 Table 3A Hs.26045 NM_002836 4506302 



Table 8 

protein kinase, cAMP-dependent 1 
regulatory, type I, alpha (tissue specific 
extinguisher 1) (PRKAR1A). mRNA 
/cds=(87,1232) 

protein kinase C-Gke 1 (PRKCL1), 1 
mRNA/cds=(84,2912) 

40 kDa protein kinase related to rat 1 

ERK2/cds=(1 34,11 80) 

mRNA; cONA DKFZp434B231 (from 1 

clone DKFZp434B231) 

/cds=UNKNOWN 

protein kinase, interferon-inducible 1 
double stranded RNA dependent 
(PRKR), mRNA/cds=(435,2090) 
phosphoribosyl pyrophosphate 1 
synthetase 1 (PRPS1), mRNA 
/cds=(66,1022) 

proteasome (prosome, macropain) 1 
subunit alpha type, 1 (PSMA1), mRNA 
/cds=(1 05,896) 

proteasome (prosome, macropain) 1 
subunit, alpha type, 3 (PSMA3), mRNA 
/cds=(5,772) 

proteasome (prosome, macropain) 1 
subunit, alpha type, 4 (PSMA4), mRNA 
/cds=(59,844) 

proteasome (prosome, macropain) 1 
subunit, alpha type, 5 (PSMA5), mRNA 
/cds=(21,746) 

proteasome (prosome, macropain) 1 
subunit, alpha type, 7 (PSMA7), mRNA 
/cds=(24,770) 

proteasome (prosome, macropain) 1 
subunit, beta type, 4 (PSMB4), mRNA 
/cds=(23,817) 

proteasome (prosome, macropain) 1 
subunit, beta type, 7 (PSMB7), mRNA 

proteasome (prosome, macropain) 26S 1 
subunit ATPase, 2 (PSMC2), mRNA 
/cds=(66,1367) 

proteasome (prosome, macropain) 26S 1 
subunit ATPase, 5 (PSMC5), mRNA 
/cds=(0,1220) 

Zt72b08.r1 cDNA, 5* end 1 
/clone=lMAGE*727863 /cJone_end=5 , 
proteasome (prosome, macropain) 26S 1 
subunit non-ATPase, 2 (PSMD2), 
mRNA /cds=(1 12,2673) 
proteasome (prosome, macropain) 26S 1 
subunit, non-ATPase, 7 (Mov34 
homolog) (PSMD7), mRNA 
/cds=(83,1057) 

proteasome (prosome, macropain) 26S 1 
subunit, non-ATPase, 8 (PSMD8), 
mRNA/cds=(70,843) 

mRNA activated in tumor suppression, 1 
clone TSAP13 extended 
/cds^UNKNOWN 

prothymosin, alpha (gene sequence 1 
28) (PTMA), mRNA /cds=(1 55,487) 

protein tyrosine phosphatase, non- 1 
receptor type 1 (PTPN1), mRNA 
/cds=(72.1379) 

protein tyrosine phosphatase, non- 1 
receptor type 2 (PTPN2), mRNA 
/cds^(60,l307) 

protein tyrosine phosphatase, non- 1 
receptor type 6 (PTPN6), mRNA 
/cds={144,1931) 

protein tyrosine phosphatase, non- 1 
receptor type 7 (PTPN7), mRNA 
/cds=(155,H74) 

protein tyrosine phosphatase, non- 1 
receptor type 12 (PTPN12), mRNA 
/cds=(1 9,2361) 

protein tyrosine phosphatase, receptor 1 
type, A (PTPRA), mRNA 
/cds=(695,3103) 



PCT/US01/47856 



AAATCTGGGGAAGAGGTTTTATTTAC 
ATTTTAGGGTGGGTAAGAAAGCCA 



CAGAGCGGAGG CTGG GATCTAG CGA 
G AG AG ATG C AG AAG ATGTGAAGAAA 

CGTTTGGAGGGGCGGTTTCTGGTAG 
TTGTGGCTTTTATG CTTTCAAAGAA 
GG6GTGGGAGGGATGGGGAGTCGG 
TTAGTCATTGATAGAACTACTTTGAA 

TGCAGAAACAGAAAGGTTTTCTTCTT 
TTTG CTTCAAAAACATTCTTA CAT 

AGATTAACTGCTGGACCTCCTACCTG 
CATTATCTGATTCTGGCTTCCTTG 

CTTTGTGGTTTTAAAGACAACTGTGA 
AATAAAATTGTTTCACCGCCTGGT 

GAACTCAG CTG G GTTG GTG AATTAAC 
TAATG GAAGACATGAAATTGTTC C 

ACGATGATG GTTAC CCTTCATG GACG 
TCTTAATCTTCCACACACATCCCC 

TTCAGTTCTAATAATGTCCTTAAATTT 
TATTTCCAGCTCCTGTTCCTTGG 

GCCTTTCCATTCCATTTATTCACACTG 
AGTGTCCTACAATAAACTTCCGT 

TGCATTATCCAGAACTGAAGTTG CCC 
TACTTTTAA CTTTGAACTTG GCTA 

GCCCAGTAAGACACTCATGTGGCTAG 
TGTTTG C C GAATG AAACTC AACTC 

TAAGTCTTATGCCAAATTCAGTGCTA 
CTCCTCGTTACATGACATACAACT 

AAGTGAGTGGACAGCCTTTGTGTGTA 
TCTCTCCAATAAAGCTCTGTGGGC 

TCTCCAAGTCTTTGGTTGAAGAGAAG 
ATATATGACTGTTGAGTGTGCTCT 
GGG GAATTGTCGCCTCCTGCTCTTTT 
GTTACTGAGTGAGATAAGGTTGTT 

TGGCATCCTCAGGGGTTGTGATCCA 
GCTCCATATATTGTTTACCTTCAAA 



CGGGCACTGGGTGGGGCAGGGCAC 
GAGTTATTTAAAACAGTTACACTGCA 

CGGACATCTTTTCCGTTGCGGTTTGA 
GAATGTTC CTATAATAAACCCCTC 

TTTGGCCTGTTTTGATGTATGTGTGA 
AACAATGTTGTCCAACAATAAACA 
AGCGAGCTGCTCT6CTATGTCCTTAA 
GCCAATATTTACTCATCAGGTGAT 

TGTAGTTGGG GTAGATTATGATTTAG 
GAAG CAAAAGTAAGAAG CAG CATT 

G C GATGGACAG ACTCACAACCTGAA 
CCTAGGAGTGCCCCATTCTTTTGTA 

GCTCAGGAGGGTACAAGCTCCAGAA 
CAGTAACCAAGTGGGAAAATAAAGA 

CTGGATTCATGCAGCCAGCTTTGCAG 
GTTATCAGAGATCAAAGATTGTAA 

TATCATGGGGAGTAATAGGACCAGAG 
CGGTATCTCTGG CACCACACTAGC 



402 



WO 02/057414 



PCT/US01/47856 



2390 


Table 3A 


Hs.170121 


NM_002838 


2391 


Table 3A 


Hs.2050 


NM 002852 


2392 


literature 


Hs.7179 


NM_002853 


2393 


Tabte3A 


Hs.151536 


NM_002870 


2394 


literature 


Hs.16184 


NM_002873 


2395 


literature 


Hs.23044 


NMJJ02875 


2396 


literature 


Hs.11393 


NM_002876 


2397 


literature 


Hs.100669 


NM_002877 


2398 


literature 


Hs.1 25244 


NM_002878 


2399 


literature 


Hs:89571 


NMJ302879 


2400 


Table 3A 


Uc TJOAIA 

flO.4/ OHf *T 


INIVI uu^oou 


2401 


Table 3A 




IN iV)_U \J£.00£. 


2402 


Table 3A 


Hs.758 


NMJ302890 


2403 


Table 3A 


Hs.29287 


NMJ)D2894 


2404 


Table 3A 


Uc 6106 


MM 0D98QS 


2405 


1 aula Or\ 


Uc 1f577Q1 
no, 10/ tot 


IN nil U UfcBU 1 


2406 


literature 


Hs.1 15521 


NM_002912 


2407 


Table 3A 


He 759*5fi 
no. / Ojcoo 


mm nn°Q99 


2408 


Table 3A 


Hs 78944 


mm nn^Q*?^ 


2409 


1 aOlxs On 




NM OnTQOZ* 
in ivi__uu£d 


2410 


1 dUlc Or\ 


Ucmm 

na. iu IU 


MM nft9Q*V5 


2411 


Table 3A 


Hs.84318 


NMJJ02945 


2412 


Table 3A 


Hs.79411 


NM_00294B 


2413 


meraiure 




MM nn OQA7 


2414 


Tahlp 3A 


Uq 9?80 




2415 


Tahlo 3A 
i aunt 


Hs 169476 


NM 002951 


2416 


Table 3A 


Hs.1 82426 


NMJ)02952 


2417 


Table 3A 


Hs.3297 


NM_002954 


2418 


db mining 


Hs.20084 


NMJTO2957 


2419 


Table 3A 


Hs.79350 


NM.002958 


2420 


Table 3A 


Hs.81256 


NM_002961 


2421 


Table 3A 


Hs.100000 


NM_002964 


2422 


Table 3A 


Hs.23978 


NMJJ02967 



Table 8 

4506306 protein tyrosine phosphatase, receptor 

type, C (PTPRC), mRNA 

/cds=(86,4000) 
4506332 pentaxirwelated gene, rapidly induced 

bylL-1 beta(PTX3), mRNA 

/cds=(67,1212) 
4506384 RAD1 (S. pombe) homolog (RAD1), 

mRNA/cds=<437 l 1285) 
4506362 RAB 1 3, member RAS oncogene family 

(RAB13), mRNA /cds=(1 39,750) 

4506382 RAD 17 (S. pombe) homolog (RAD17), 

mRNA /cds=(642,2654) 
4506388 Homo sapiens, Similar to RIKEN cDNA 

2610036L13 gene, clone MGC:16386 

IMAGE:3938081, mRNA, complete cds 

/cds=(82,840) 
4506390 RAD51 (S. cerevisiae) homolog C 

(RAD51C). mRNA/cds=(16,423) 
10835028 RAD51 (S. cerevisiae)-tike 1 

(RAD51L1), mRNA /cds=(70,1 122) 

4506392 RAD51 (S. cerevisiae)-like 3 

(RAD51L3), mRNA /cds=(1 24,993) 

4506394 RAD52 (S. cerevisiae) homolog 
(RAD52), mRNA /cds=(31 ,1 290) 

8850222 HSPC070 protein (HSPC070), mRNA 
/cds={331,1581) 

6382077 RAN binding protein 1 (RANBP1) 

4506430 RAS p21 protein activator (GTPase 

activating protein) 1 (RASA1), transcript 
variant 1, mRNA /cds={1 18,3261) 

4506440 retinoblastoma-binding protein 8 

(RBBP8), mRNA/cds=(298 l 2991) 
4505444 RNA binding motif protein 4 (RBM4), 

mRNA /cds=(55,1 155) 
4506454 reticulocalbin 1, EF-hand calcium 

binding domain (RCN1), mRNA 
- /cds=(52,1047) 
4506482 REV3 (yeast homologHike, catalytic 

subunit of ONA polymerase zeta 

(REV3L), mRNA/cds=(822,9980) 
4506514 regulator of G-protein signalling 1 

(RGS1), mRNA /cds=<1 4,604) 
450651 6 regulator of G-protein signalling 2, 

24kD (RGS2), mRNA /cds=(32,667) 
1 1 1 84225 regulator of G-protein signalling 1 0 

(RGS10), mRNA/cds={43,546) 
4506544 regulator of mitotic spindle assembly 1 

(RMSA1). mRNA /cds=(774,2030) 
4506582 replication protein A1 (70kD) (RPA1), 

mRNA/cds=(69,1919) 
4506584 replication protein A2 (32kD) (RPA2), 

mRNA/cds=(77,889) 
4506586 replication protein A3 (14kD) (RPA3), 

mRNA/cds=(30,395) 
4506674 ribophortn I (RPN1), mRNA 

/cds=(137,1960) 
4506676 Homo sapiens, glyceraldehyde-3- 

phosphate dehydrogenase, clone 

MGC:10926 IMAGE:3628129, mRNA, 

complete cds /cds=(2306,3313) 
450671 8 ribosomal protein S2 (RPS2), mRNA 

• /cds=(1 1.892) 
450671 2 ribosomal protein S27a (RPS27A), 

mRNA/cds=(38 t 508) 
10862707 retinoid X receptor, alpha (RXRA), 

mRNA/cds=(75,1463) 
1 1 8631 58 RYK receptor-like tyrosine kinase 

(RYK), mRNA /cds=(103,1 917) 
984551 4 S100 calcium-binding protein A4 

(calcium protein, calvasculrn, 

metastasis murine placental homolog) 

(S1 00A4), transcript variant 1 , mRNA 

/cds=(69,374) 
9845519 S100 calcium-binding protein A8 

(calgranulln A) (S100A8), mRNA 

/cds=(55,339) 
4508778 scaffold attachment factor B (SAFB) 

mRNA/cds=(53.2800) 
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CTGTG GAAAAATATTTAAGATAGTTTT 
GCCAGAACAGTTTGTACAGACGT 

ACTCTCAAATAATTAAAAAGGACTGTA 
TTGTTGAACAGAGGGACAATTGT 

AACTCATGGGAATAATTGTGAGTCAG 
CGTAACATTTC AAGAGTCTAAAG G 
TGCTCCTGTTCTGTCACTTGTCATGG 
TCTTTCTTGGTATTAAAGGCCACC 

G GGGTTGTAAATATCAACTATTCAAC 
AGTTTAGGATG C AATTAC GAGTGT 
AATCTTATGTTTCCAAGAGAACTAAA 
GCTGGAGAGACCTGACCCTTCTCT 



TGCACCAGGTGTTGGAAAAACACAAT 
TATGGTAAAATAAAGTGTTCTCCT 
AATG G G CACACAGG GAACAG GAAAT ■ 
G G GAATGAGAG C AAG G GTTG GGTTG 

TCTTCTTCATCTCTGTTTTGCTCTTAA 
AAATATAAAAAGGCAATTCCCCG 
AGATGTAACCCACCTTGACCATAAAT 
TGGCTTTTCATAGTGCTCAGATGT 
CTAGGCTCTGGGCACATTTCCTGTTC 
TTG AATTCTGCTC CTGAAGAGG GT 
TACCCTGCCCCTCI I I I ICGGTTTGT 
TTTTATTCTTTCATTTTTAGAA G G 
G CTGCCTAACTTATC C ATCTTTGAAC 
TTCTGACTACTTGTTGTATCTGCT 



C CTTTAAAACAATAAG G CG CTTTC ATT 
TTGCACTCTAACTTAAGAGTTTT 
TCCTGC CTCCTGCGGCTGTTGGATTT 
GGGAATGACCTTGGTGAGAGTCTC 
ATACTCTGAGCTGTGGACTGAACTGG 
CAGACACAAC CTGTACAG ATTGAA 

AAGGAATTATGTGGTCAGTGCATTGT 
TTTTTAAACTG GAAATC ATTTTGT 

TGCTCTTAAAACCAGGGAGTCAGATA 

TATTTGTAAG GTTAAATCATTG GT 

GCCAAAAATCTGTCTTGAAGGCAGCT 1 

ACACTTTGAAGTGGTCTTTGAATA 

CCTCTCAGGACGTGCCGGGTTTATCA 

TTG CTTTGTTATTTGTAAG GACTG 

TGACTATCTGTAATGGATCAATTTTG . 

GATATGACTTTG GGTGGGGGTAAA 

CGAGCTGAGAAGCGGTCATGAGCAC 

CTGGGGATTTTAGTAAGTGTGTCTT 

GGTAGTGCCTCCAGGGGCAGAGGAA 

AAGAAGAAGTGTTACTGCATTTTGT 

ATG GTC AGATTAGATG C AAGAATAAA 

GCAGTTGTCCGAGTCTAAGTTTCT 

TGGTATTCTGTTCTGAAGTCTAGGAT 

ATTTTTCAGCCTATAAAGCCCCCT 

ACTTACCCAGATGTTGCTTTTGAAAA 

GTTGAAATGTGTAATTG TTTTGGA 



AGCG GACTCAGGCTCCAG CTGTGGC 

TACAACATAGGGTTTTTATACAAGA 

TTATTGTGGCAAATGTTGTCTGACTTA 

CTGTTTCAACAAACCAGAAGACA 

TGGACAGTAGCATTAGAATTGTG GAA 

AAGGAACACG C AAAG GGAG AAGTG 

CTGGTAAATTTTGTGCTTATCTTCAAG 

GCTGGCTTAAGTATAAAATTGTT 

CCCTGGCTCCTTCAGACACGTGCTTG 

ATGCTGAGCAAGTTCAATAAAGAT 



GTTAACTTCCAG GAGTTC CTCATTCT 
GGTGATAAAGATGGGCTGGCAGCC 

CCTGTCTCGTGGCAACAAGGCTATGT 
TCTGTTAGGAGTTACCTTAAACTG 



WO 02/057414 

2423 Table 3A Hs.28491 NM_002970 

2424 Table 3A Hs.74592 NMJJ02971 



2425 Table 3A Hs.1 12842 NMJJ02978 
2428 Table 3A Hs.303649 NM_002982 4506840 



Table 8 

4506788 spermidine/spermine N1- 

acetyJ transferase (SAT), mRNA 
/cds=(165,680) 
4506790 special AT-rich sequence binding 
protein 1 (binds to nuclear 
matrix/scaffold-associating DNA's) 
(SATB1), mRNA/cds=(214,2505) 
450681 8 sodium channel, no n voltage-gated 1 , 
delta (SCNN1D), mRNA/cds=(0.1916) 



2427 Table 3A Hs.73817 NMJJ02983 4506842 

2428 Table 3A Hs.75703 NMJJ02984 4506844 

2429 db mining Hs.66742 NM_002987 4506828 

2430 cytokine arrays Hs.57907 NM_002989 4506834 

2431 Table 3A Hs.97203 NM_002990 4506836 

2432 Table 3A Hs.247838 NMJJ02991 4506838 

2433 Table 3A Hs.1 64021 NMJJ02993 4506850 

2434 Table 3A Hs.89714 NM_002994 4506848 

2435 Table 3A Hs.3195 NM_002995 4506852 

2436 Table 3A Hs.3577 NM_003001 9257243 

2437 Table 3A Hs.168289 NM_003002 4506864 

2438 Table 3A Hs.75232 NMJ5O30O3 4506866 

2439 Table 3A Hs.73800 NM 003005 6031196 

2440 Table 3A Hs.79283 NM_003008 6031197 

2441 Table 3A Hs.75217 NM_003010 4506888 

2442 Table 3A Hs.145279 NMJI03011 4508890 



small inducible cytokine A2 (monocyte 
chemotactic protein 1, homologous to 
mouse Sig-je) (SCYA2), mRNA 
/cds=(53,352) 
small inducible cytokine A3 
(homologous to mouse Mip-1a) 
(SCYA3), mRNA/cds=(83,361) 
small inducible cytokine A4 
(homologous to mouse Mlp-1b) 
(SCYA4), mRNA /cds=(1 08,386) 
small inducible cytokine subfamily A 
(Cys-Cys), member 17 (SCYA17), 
mRNA/cds=(52,336) 
small inducible cytokine subfamily A 
(Cys-Cys), member 21 (SCYA21), 
mRNA/cds=(58,462) 
small inducible cytokine subfamily A 
(Cys-Cys), member 22 (SCYA22), 
mRNA /cds=(1 9,300) 
small inducible cytokine subfamily A 
(Cys-Cys), member 24 (SCYA24), 
mRNA/cds=(0,359) 
small inducible cytokine subfamily B 
(Cys-X-Cys), member 6 (granulocyte 
chemotactic protein 2) (SCYB6), mRNA 
/cds=(63,407) 

small inducible cytokine subfamily B 
(Cys-X-Cys), member 5 (epithelial- 
derived neutrophil-activating peptide 78) 
(SCYB5), mRNA/cds=(106,450) 

small inducible cytokine subfamily C, 
member 1 (lymphotactin) (SCYC1), 
mRNA/cds=(2D,364) 

succinate dehydrogenase complex, 
subunit C, integral membrane protein, 
15kD (SDHC), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(26,535) 

succinate dehydrogenase complex, 
subunit D, integral membrane protein 
(SDHD), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(1 1,490) 

SEC 14 (S. cerevisiaeHike 1 
(SEC14L1), mRNA /cds=(303,2450) 

selectin P (granule membrane protein 
140kD, antigen CD62) (SELP), mRNA 
/cds=(95,25S7) 

selectin P ligand (SELPLG), mRNA 
/cds=(59,1267) 

mitogen-activated protein kinase 
kinase 4 (MAP2K4), mRNA 
/cds=(9,1208) 

SET translocation (myeloid leukemia- 
associated) (SET), mRNA/cds=(3,836) 



2443 Table 3A Hs.73965 NM_003016 

2444 Table 3A . Hs.14368 NM.003022 



4506898 splicing factor, arginine/serlne-rich 2 

(SFRS2), mRNA /cds=(1 55,820) 
4506924 SH3 domain binding glutamic acid-rich 
protein like (SH3BGRL), mRNA 
/cds=(78,422) 

2445 Table 3A Hs.2554 NM.003032 4506948 sialyltransferase 1 (beta-galactoside 

alpha-2,6-sialytransferase) (SIAT1). 
mRNA /cds=(31 0, 1 530) 
TAL1 (SCL) interrupting locus (SIL), 
mRNA /cds=(380,4243) 
signaling lymphocytic activation 
molecule (SLAM), mRNA 
/cds=<1 33,1140) 



2446 Table 3A Hs.323032 NM_003035 

2447 Table 3A Hs.32970 NM_003037 



4506958 



4506968 



PCT/US01/47856 



AGTCAGATCTTTCTCCTTGAATATCTT 
TCGATAAACAACAAGGTGGTGTG 

TCCTATAATTATTTCTGTAGCACTCCA 
CACTGATCTTTGGAAACTTGCCC 



CCACGGGTGATGCTTCCAGGGGTTC 
TGGCG GGAGTCTCAGCCGAAGAGAG 

GAAATTGCTTTTCCTCTTGAACCACA 
GTTCTACCCCTGGGATGTTTTGAG 



ACCAGACTGACAAATGTGTATCG GAT 
GCTTTTGTTCAGGGCTGTGATCGG 

t 

CCACTGTCACTGTTTCTCTGCTGTTG 
CAAATACATGGATAACACATTTGA 

CGAAGAAGAGCCACAGTGAGGGAGA 
TCCCATCCCCTTGTCTGAACTGGAG 

GACCTGATACGGCTCCCCAGTACAC 
CCCACCTCTTCCTTGTAAATATGAT 

CTCAAGC GTCCTGGGATCTCCTTCTC 
CCTCCTGTCCTGTCCTTGCCCCTC 

CCTCAAG GGAGGAGTGATCTTCACCA 
CCAAGAAG GG CCAGCAGTTCTGTG 

TCCTGTGTGTCATGTTG GTTTTTGGT 
ACTTGTATTGTCATTTGGAGAAAC 



1 TCCTGTGATGGAAATACAACTG GTAT 
CTTCAC 111 1 1 I A GGAATTGGGAA 



1 AATTTG CAGTAAACTTTTAATTAAATG 
CTCATCTGGTAACTCAACACCCC 

1 GCTGCTTTTGAGGAGAAAATATATAG 
CTTTGGACACGAGGAAGATCTAGA 



AAACGCTTGGAGTGCTTCTGAATATA 
CAGAAGTTCCATTTAAGGGCAAGT 



1 TGCATCGTGTTTCTACCTTTAGTACCT 
TGCCACTCTTTTAAAACGCTGCT 

1 GACCTTCCTGCCACCAGTCACTGTCC 
CTCAAATGACCCAAAGACCAATAT 

1 AGACCTTTCTTTGGGACTGTGTGGAC 
CAAGGAGCTTCCATCTAGTGACAA 

1 GCTCAGTAACATAACTGCTTCTTGGA 
GCTTTG GAATATTTTATCCTGTAT 

1 TTCTGCACAGGTCTCTGTTTAGTAAA 
TACATCACTGTATACCGATCAGGA 

1 CGGGCCTTGCATATAAATAACGGAGC 
ATACAGTGAG CACATCTAGCTGAT 

1 AGAGATGC CTTTGTTTGATGAGATTC 
AAACTTGATGCTATGCTTTAAAAT 

1 AGTCCCATTCTTCCTTTTCAATACCTA 
CCCCCAAATCTTCTCCTAACCCT 

1 TGTCACACTGGCTATCAAAGAATAAG 
AAAATTATTGAGTATGAGTGTGTT 

1 GCAAAACCCAGAAGCTAAAAAGTCAA 
TAAACAGAAAGAATGATTTTGAGA 
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Hs. 198296 


NIW 003070 
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Hs.236030 


NMJ303075 


4507080 
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Table 3A 


Hs.79335 


NIW 003076 


4507082 
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Table 3A 


Hs. 174051 


NM_003089 


4507118 
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Table 3A 


Hs.31121 


NMJ>03098 


4507136 
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Table 3A 


Hs.11183 


NMJ)03100 


4507140 


2454 


Table 3A ■ 


Hs.92909 


NM_003103 


4507152 


2455 


Table 3A 


Hs.278571 


NM_003105 


6325473 


2456 


Table 3A 


Hs.21293 


NM_003115 


4507758 


2457 


Table 3A 


Hs.71465 


NM_003129 


6806899 


2458 


Table 3A 


Hs.300741 


NIW 003130 


4507206 


2459 


Table 3A 


Hs.75975 


NM_003133 


4507216 


2460 


Table 3A 


Hs.75761 


NMJJ03137 


4507218 
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Table 3A 


Hs.83715 


NMJM3142 


10835066 
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Table 3A 


Hs.250773 


NM_003144 


6552340 


2463 


Table 3A 


Hs.74564 


NM_003145 


6552341 


2464 


Table 3A 


Hs.321677 


NM_003150 


4507252 


2465 


Table 3A 


Hs.80642 


NM_003151 


4507254 


2466 


literature 


Hs.251664 


NMJ503153 


4507258 


2467 


Table 3A 


Hs.70186 


NMJ303169 


4507312 


2468 


Table 3A 


Hs.12303 


NMJ)Q3170 


11321572 


2469 


Table 3A 


Hs.1 06469 


NMJJ03171 


4507314 


2470 


Table 3A 


Hs.3196 


NM_003172 


4507318 


2471 


Table 3A 


Hs.37936 


NMJJ03173 


4507320 


2472 


literature 


Hs.74101 


NMJX)3177 


4507328 


2473 


Table 3A 


Hs.32675 


NM_003193 


6006029 


2474 


Table 3A 


Hs.171626 


NMJJ03197 


6006030 


2475 


Table 3A 


Hs.75133 


NM 003201 


4507400 



Table 8 

SWl/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily a. member 2 (SMARCA2), 
mRNA/cds=(297,5015) 
SWl/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily c, member 2 (SMARCC2), 
mRNA/cds=(22,3663) 
SWl/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily d, member 1 (SMARCD1), 
mRNA/cds=(265,1572) 
small nuclear ribonUcteoproteln 70kD 
polypeptide (RNP antigen) (SNRP70), 
mRNA/cds=(680 t 2524) 
syntrophin, alpha 1(dystrophin- 
associated protein A1, 59kD, acidic 
component) (SNTA1), mRNA 
/cds={37,1554) 

sorting nexin 2 (SNX2), mRNA 
/cds={29,1588) 

NREBP mRNA, complete cds 
/cds=(49,7209) 

so rtilin-r elated receptor, L(OLR class) A 
repeats-containing (SORL1), mRNA 
/cds=(197,6841) 

UDP-N-acteylglucosamine 
pyrophosphorylase 1 (UAP1), mRNA 
/cds=(0,15l7) 

squalene epoxidase (SOLE), mRNA 
/cds=(214,1938) 

sorcin (SRI), mRNA /cds=(1 2,608) 

signal recognition particle 9kD (SRP9), 
mRNA /cds=(1 05,366) 
SFRS protein kinase 1 (SRPK1), 
mRNA/cds=(108,2075) 
Sjogren syndrome antigen B 
(autoantigen La) (SSB), mRNA 
/cds=(72,1298) 

signal sequence receptor, alpha 
(translocon-associated protein alpha) 
(SSR1), mRNA /cds=(11 1,971) 

signal sequence receptor, beta 
(translocon-associated protein beta) 
(SSR2), mRNA/cds=(50,601) 

signal transducer and activator of 
transcription 3 (acute-phase response 
factor) (STAT3), mRNA 
/cds=(220,2532) 

signal transducer and activator of 
transcription 4 (STAT4), mRNA 
/cds=(8 1,2327) 

DNA for Insulin-like growth factor II 
(IGF-2); exon 7 and additional ORF 
/cds=(0,233) 

suppressor of Ty (S.cerevisiae) 5 
homolog (SUPT5H), mRNA 
/cds=(48,3311) 

suppressor of Ty (S.cerevisiae) 6 
homolog (SUPT6H), mRNA 
/cds=(1 164,5975) 

suppressor of van (S.cerevisiae) 3-fike 
1 (SUPV3L1), mRNA /cds=(0,2360) 



/cds=(14,916) 

suppressor of variegation 3-9 
(Drosophila) homolog 1 (SUV39H1), 
mRNA /cds=(45,1 283) 
spleen tyrosine kinase (SYK), mRNA 
/cds=(148,1986) 

tubulhvspedficchaperone e (TBCE), 
mRNA /cds=(80,1663) 
transcription elongation factor B (SHI), 
polypeptide 1-fike (TCEB1L), mRNA 
/cds=<1Q1,592) 
transcription factor 6-like1 
(mitochondrial transcription factor 1-fike) 
(TCF6L1), mRNA /cds=(1 32,872) 



PCT/US01/47856 



TTGTGACC AAATG G G C CTCAAAGATT 
CAGATTGAAACAAACAAAAAGCTT 



AAG GTTCTATTAACCACTTCTAAGGG 
TACACCTCCCTCCAAACTACTGCA 



GTTGTATCACCCCCGAGTTAGCATAT 
CC CAGGCTC GCAGACTCAACACAG 



1 CCACTTGAGTTTGTCCTCCAAGGGTA 
GGTGTCTCATTTGTTCTGGCCCCT 

1 TCCTGTCTCTCTC CTCCTTACTCTTG 
GATAAATAAAC AG CCTGTGAGCAC 



1 CCT GAC C CT CTTTGAATTAAGT G GAC 
TGTGGCATGACATTCTGCAATACT 

1 TCTAAACTTTATTTTC AAAAG CTTAAG 
GCCCAAATACAAACTTCTCTGGA 

1 CATG GTGATAGCCTGAAAGAGCTTTC 
CTCACTAGAAACCAAATGGTGTAA 

1 GGAGAAGGATTAGAAAGTTATGTGGC 
AGATAAAGAATTC CATGCACCTCT 

1 ACAGI 1 1 1 FCTTTTGAATTTAGTATTT 

GAGATG AGTTGTT G G GAC ATG CA 
1 GATCTAGTCTGTTACACCATTTAGAA 

CTTTCCTCAGCCATTATCAGTCAT 
1 AGCATGGTAAGTTCCCTTAGCTATAT 

GAATTTTG G C ATGTTTCAGAG AG A 
1 ACATTTTTATTCTTTCTACTGAGGGCA 

TTGTCTGTTTTCTTTGTAAATGC 
1 AAAAGGAAAACCGAATTAGGTCGACT 

TCAATGTCCACCTGTGAGAAAGGA 

1 CCTATCCCCGGATGTGTGAGAATAAT 
GTGTTCATAAAGCATGGATCTCGT 

1 CCAGTGTCTATTCTGGGTTAGAGAAG 
TGCTTACTAAGGGGTTTTCTAATA 

1 GGGTGATCTGCTTTTATCTAAATGCA 
AATAAGGATGTGTTCTCTGAGACC 



1 G G GAGTGTTGTGACTG AAATGCTTGA 
AAC CAAAGCTTCAGATAAACTTGC 

1 GAGCCAATCCACTCCTTCCTTTCTAT 
CATTCCCCTGCCCACCTCCTTCCA 

1 CTTCCTGTACCTCCTCCCCACAGCTT 
GCTTTTGTTGTAC C GTCTTTCAAT 

1 GCTGCTGCCACCGCTTCCTGC CTGT 
CATTTGAATAAACAGTGTTTCTATT 

1 TG G GACTCATCCAAAAGG GAC GAGA 
AGAAA GAAGAAG GAAC CTGATTC G G 

1 TCAAGACTGCCTTTATGCTGGATCAT 
GTGCTACTGGTATAAAGTTCTGGC 

1 GTACACCCCTCAACCCTATGCAGCCT 
GGAGTG G GCATCAATAAAATGAAC 

1 CC ATGAGACTGATCCCTG G CCACTGA 
AAAG CTTTC CTGACAATAAAAATG 

1 TTGGGAAGTGACCATTTCTAGGCTTA 
TACATAATAGCAATAATAAAGGCT 

1 ATGTGGTAAAACCCAGAAAGCATCCA 
TCATGAATG C AAGATACTTTCAAT 

1 TTCACATTGTATTCAGAGTTGATGGTT 
GTACATATAAGTGATTGCTGGTT 
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Hs.79059 
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Hs.87409 


NM_003246 


4507484 
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Hs.63668 


NM_003264 


4507528 
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Hs.1 59239 


NM_003266 
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Hs.31130 
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4507546 


2484 


Table 3A 
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NM_003295 


4507668 




I aulB Of\ 




MM f\f\1H K. 
IMlVJ_UUOOl O 


40U/ 1 1Z 


2487 


Table 3A 


Hs.178551 


NMJ503316 


10835036 


2488 


Table 3A 


Hs.274401 


NMJ)03321 


4507732 




literature 


Ua <OQ7Qft 

nS.l^srou 








i aoie of\ 








2491 


Table 3A 


Hs.13046 


NMJKJ3330 


4507746 
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Table 3A 


Hs.5308 


NM_003333 


4507760 
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Table 3A 


Hs.80612 


NM_003336 


4507768 


2494 


Table 3A 


Hs.811 


NM_003337 


4507770 


2495 


literature 


• Hs.75355 


NM_003348 


4507792 
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Table 3A 


Hs.283667 


NM_003349 


12025659 


2497 


literature 


Hs.79300 


NM_003350 


12025664 
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Table 3A 


Hs.80658 


NMJJ03355 


13259540 


2499 


literature 


Hs.78853 


NMJJ03362 


6224978 


2500 


Table 3A 


Hs.77500 


NM_Q03363 


4507852 


2501 


literature 


Hs.173554 


NM_003368 


4507842 


2502 


Table 3A 


Hs.93649 


NM.003367 


4507846 


2503 


Table 3A 


Hs.284192 


NMJJ03374 


4507878 


2504 


Table 3A 


Hs.155191 


NM 003379 


9257254 


2505 


Table 3A 


Hs.297753 


NMJJ03380 


4507894 


2505 


Table 3A 


Hs.24143 


NM_003387 


8400739 



Table 8 

transcription factor 7 (T-cefl specific, 
HMG-box) (TCF7), mRNA 
/cds={79,BB5) 

testis enhanced gene transcript 
(TEGT), mRNA/cds=(40,753) 

transferrin receptor (p90, CD71) 
(TFRC), mRNA/cds=(263,2545) 

transforming growth factor, beta 
receptor III (betaglycan, 300kD) 
(TGFBR3), mRNA /cds=<348 1 2897) 

thrombospondin 1 (THBS1), mRNA 
/cds=<1 11,3623) 

tolMike receptor 2 (TLR2), mRNA 
/cds=(129,2483) 

toJWike receptor 4 (TLR4), mRNA 
/cds=(284,2683) 

transmembrane 7 superfamily member 
2 (TM7SF2), mRNA /cds=(254,2023) 

tripeptidyl peptidase II (TPP2), mRNA 
/cds=(23,3772) 

hypothetical protein FU20030 
(FU20030), mRNA /cds={1, 1239) 
tetratricopepttde repeat domain 2 
(TTC2), mRNA/cds=(26,1480) 
ribosomal protein L8 (RPL8), mRNA 
/cds=(43,816) 

mRNA; cONA DKFZp434P086 (from 
done DKFZp434P086); partial cds 
/cds=(798 l 1574) 
tumor necrosis factor receptor 
superfamily, member 4 (TNFRSF4), 
mRNA/cds=(5,838) 
TXK tyrosine kinase (TXK), mRNA 
/cds=(86,1669) 

thioredoxin reductase 1 (TXNRD1), 
mRNA /cds={439,1 932) 
ubiquitin A-52 residue ribosomal 
protein fusion product 1 (UBA52), 
mRNA/cds=(37,423) 
ubiquitin-conjugating enzyme E2A 
(RAD6 homolog) (UBE2A), mRNA 
/cds=(1 20,578) 

ubiquitin-conjugating enzyme E2B 
(RAD6 homolog) (UBE2B), mRNA 
/cds=(421 l 879) 

ubiquitin-conjugating enzyme E2N 
(homologous to yeast UBC13) 
(UBE2N), mRNA/cds=(63,521) 

arginyt aminopeptidase 
(aminopeptidase B) (RNPEP), mRNA 
/cds=(9,1982) 

ubiquitin-conjugating enzyme E2 
variant 2 (UBE2V2), mRNA 
/cds=(21,458) 

uncoupling protein 2 (mitochondrial, 
proton carrier) (UCP2), nuclear gene 
encoding mitochondria! protein, mRNA 
/cds==(380,1309) 

uracil-DNA glycosylase (UNG), mRNA 
/cds=(106,1020) 

ubiquitin specific protease 4 (protc- 
oncogene) (USP4), mRNA 
/cds=(3,2894) 

ubiquinoi-cytochrome c reductase core 
protein II (UQCRC2), mRNA 
/cds={53,1414) 

upstream transcription factor 2, c-fos 
interacting (USF2), mRNA 
/cds=(0,1040) 

clone HQ0072/cds=UNKNOWN • 



/cds=(1 17,1877) 



interacting protein (WASPIP), mRNA 
/COSK108.1619) 



PCT/US01/47856 



1 GCCACTG GTTTCTCAGAATCCAAAGA 
TCACATATTCTAGTGTAACACTGC 

1 CTGTGCTTTTTGCTTGGGATAATGGA 
GTTTTTCTTTAGAAACAGTGCCAA 

1 TATCAGACTAGTGACAAGCTCCTGGT 
CTTGAGATGTCTTCTCGTTAAGGA 

1 AG GG CTTGAGGTGAATTTC ATTAAAT 
GGAATAATATGATGCCACTTTGCA 

1 TTGAC CTCCCATTTTTACTATTTG C CA 

ATACCTTTTTCTAGGAATGTGCT 
1 AGCGGGAAGGATTTTGGGTAAATCTG 

AGAGCTGCGATAAAGTCCTAGGTT 
1 TGATGTTTGATGGACCTATGAATCTA 

TTTAG G GAGACACAGATG G CTG G G 
1 AGCCCTGAGGATGAACAACCTCAGA 

GAAGAGGTGGTTTAGAGCAAGGAAA 

1 AATAAATTTGCAAAAC C AAGATCAC A 

GTACACCATATGCACTCTGGTACC 
1 TTTGGAGTGGAGGCATTG 1 1 1 1 IAAG 

AAAAACATGTCATGTAGGTTGTCT 
1 GCGGGGGTG GACAGGGAGG CAGCTT 

GTGAAI nTTGTTl IACTGTTTAAC 
1 AACTTCAGATACTTGTGAACATGCCT 

TATATTTGTCCAACAACTGTCAGA 
1 GAAGGGTTGGCCTGCCTGGCTGGGG 

AGGTCAGTAAACTTTGAATAGTAAG 

1 AAGATGTACCCTTCAGGTGAACCTGG 
TATCAGACCCACAGTACTTGCTGT 

1 AGCAAGATAGCCAAATGTGACATCAA 
GCTCCATTGTTTCGGAAATCCAGG 

1 AGTGGAATGTTCTATCCCGACAAGAA 
G GATTATATCTTATAGACTTGTCT 

1 CCCGTGGCCCTGGAGCCTCAATAAA 
GTGTCCCTTTCATTGACTGGAGCAG 

1 TTATG CATTTATCACTTCCAAATCTAA 
CTTTGCACAAGTAACCCATGTAA 

1 TCC G CACTATATAATTCG CACACATT 
AATTAG GGTTTATGTACCATACAA 

1 GCTTGTGACCATTTTGTATGGCTTGT 
CTG G AAACTTCTGTAAATCTTATG 

1 TGCTGATTTATGCAAAGGG CTGG CAT 
TCTGATGCTTTTCAGGTTTAATCC 

1 TG CATTCTG G CAGTTCTTTTAG GATT 
ATAG GTTGCAAATTATCCAAATAT 

1 CCGACAGCCCAGCCTAGCCCACTTG 
TCATCCATAAAGCAAGCTCAACCTT 



1 TTTGCTGTTAGTCGG GTTAGAGTTGG 
CTCTACGCGAGGTTTGTTAATAAA 

1 CAGACTGCTAGTGTTCTGTCTAAAAA 
CCAGACAAGGAAATACCCTTCTTT 

1 TTTTCCAGTGAGGTAAAATAAGGCAT 
AAATGCAGGTAATTATTCCCAGCT 

1 C CGG CACTTCTAGTGGTCTCACCTGG 
AGGCAAGAGGGAGGGTACAGAGCC 

1 TTTAG AGTCTTC C ATTTTGTTG GAATT 

AGATCCTCCCCTTCAAATGCTGT 
t TTCTCCTTCACAGCTAAGATGCCATG 

TGCAGGTGGATTCCATGCCGCAGA 
1 TTTCC AG CAAGTATCCAACCAACTTG 

GTTCTGCTTCAATAAATCTTTGGA 
1 ATGACTTGCATCCCAGCTTTCCACCA 

ACCAAATTCAAACATTCACTGCTT 
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2507 literature Hs.150930 NM 003401 12408843 



2508 Table 3A Hs.279920 NMJJ03404 4507948 
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2509 Table 3A 

2510 Table 3A 

2511 Table 3A 

2512 Table 3A 

2513 Table 3A 

2514 Table 3A 

2515 Table 3A 

2516 Table 3A 

2517 Table 3A 

2518 Table 3A 

2519 literature 

2520 Table 3A 

2521 Table 3A 

2522 Table 3A 

2523 literature 

2524 Table 3A 

2525 Table 3A 

2526 Table 3A 

2527 Table 3A 

2528 Table 3A 

2529 Table 3A 

2530 Table 3A 

2531 Table 3A 

2532 Table 3A 

2533 Table 3A 



Hs.75544 NM_003405 

Hs.75103 NM_00340B 

Hs.55481 NMJJ03447 

Hs.88219 NM_003454 

Hs.62112 NMJ>03457 

Hs.89414 NMJ>03467 



Table 8 

X-ray repair complementing defective 
repair in Chinese hamster cells 4 
(XRCC4), transcript variant 3, mRNA 
/cds=K175,1179) 

tyrosine 3-rnonooxygenase/tryptophan 
5-monooxygenase activation protein, 
beta polypeptide (YWHAB), mRNA 
/cds=(372.1112) 



4507950 tyrosine 3-mono oxygenase/tryptophan 
5-monooxygenase activation protein, 
eta polypeptide (YWHAH), mRNA 
/cds=(200,940) 

4507952 tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
zeta polypeptide (YWHA2), mRNA 
/cds=(84,821) 

4508000 zinc finger protein 165 (ZNF165), 

mRNA/cds=<567,2024) 
4508012 zinc finger protein 200 (ZNF200), 

mRNA/cds=(239,1423) 
4508016 zinc finger protein 207 (ZNF207), 

mRNA/cds=(202,1636) 
45031 74 chemokine (C-X-C motif), receptor 4 

(fusin) (CXCR4), mRNA /cds=<88, 1146) 



Hs.78683 NM_003470 4507856 

Hs.1 10713 NM.003472 4503248 

Hs.1 55017 NMJJ03489 4505454 

Hs.28777 NM_00351 2 4504244 

Hs.2178 NM_003528 4504276 

Hs.278571 NM.003563 4507182 

Hs.2864 NMJJ0356B 4503468 

Hs.9006 NM 003574 4507866 



ubiquitin specific protease 7- (herpes 
virus-associated) (USP7), mRNA 
7cds=(1 99,3507) 

DEK oncogene (DNA binding) (DEK), 
mRNA/cds=(33,1160) 
nuclear receptor interacting protein 1 
(NRIP1), mRNA /cds=(287,3763) 
H2A histone family, member L 
(H2AFL), mRNA /cds=<97,4B9) 
H2B histone family, member Q 
(H2BFQ), mRNA /cds=<42,422) 
soitilin-related receptor, L(DLR class) A 
repeats-containing (SORL1), mRNA 
/cds=(197,6841) 

early endosome antigen 1, 162kD 
(EEA1), mRNA /cds=(1 36,4368) • 
VAMP (vesicle-associated membrane 
protein)-associated protein A (33kD) 
(VAPA), mRNA/cds=(0,728) 



Hs.66718 NMJ)03579 

Hs.78687 NWI_003580 4505464 

Hs!l4611 NMJDD3584 4503414 

Hs.1 55976 NM_003588 13270466 

Hs.183874 NMJJ03589 11140810 

Hs.8291 9 NMJ>03591 4503162 

Hs.14541 NM_003592 4503160 

Hs.9456 NMJJ03601 4507074 

Hs.100293 NM_003605 6006036 

Hs.1 31 924 NMJM3608 4507420 

Hs.104925 NM 003633 4505460 



4506396 RAD54 (S.cerevisiaeHike (RAD54L), 
mRNA /cds={1 00,2343) 



neutral sphingomyelinase (N-SMase) 
activation associated factor (NSMAF), 
mRNA/cds=(12,2765) 
dual specificity phosphatase 1 1 
(RNA/RNP complex 1 -interacting) 
(DUSP1 1), mRNA /cds=(1 24,1 1 1 6) 
cul!in4B(CUL4B), mRNA 
/cds=(78,2231) 
culiin4A(CUL4A),mRNA • 
/cds=(160,2l39) 
cullin2(CUL2),mRNA 
/cds^146,2383) 
cullin 1 (CUL1), mRNA 
/cds=(124 ? 2382) 

SVWSNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily a, member 5 (SMARCA5), 
mRNA/cdss(202 l 3360) 

O-linked N-acetylglucosamine 
(GlcNAc) transferase (UDP-N- 
acetylglucosamine:potypeptlde-N- 
acetyiglucosamtnyl transferase) (06T), 
mRNA /cds={2039,4801) 

G protein-coupled receptor 65 
(GPR65), mRNA/cds=(0,1013) 

ectodermal-neuraJ cortex (with BTB-fike 
domain) (ENCl), mRNA 
/Cds=(399,2168) 



TGTATGAGACTTTTTGTTGCAAAGGA 
CACATTTATCATATTCATTCACAC 



TGATCTGTCCAGTGTCACTCTGTACC 
CTCAACATATATCCCTTGTGCGAT 



AATTCACCCCTCCCACCTCTTTCTTC 
AATTAATG GAAAAGCGTTAAGGGA 



CTCAGTACTTTGCAGAAAACACCAAA 
CAAAAATG CCATTTTAAAAAAG GT 



AGCCTTCAGTCAGAGCTCAAACCTTA 

GTCAACACCAGAGAATTCACATGA 

AACCCTCTAAGAATACCTGTTTAAGT 

CTTGAGTGTTGAAAGGAATTGTTT 

CCACTGCCTGAAAGGTTTGTACAGAT 

GCATGCCACAGTAGATGTCCACAT 

TC AG GAGTGGGTTGATTTCAGCACCT 

ACAGTGTACAGTCTTGTATTAAGT 

CCTTCAGTTATACTTTCAATGACCTTT 
TGTGCATCTGTTAAGGCAAAACA 

AAGTGAAC AAAATAAG CAACTAAATG 
AGACCTAATAATTGG C CTTCGATT 
CACAAC CAAATTTGATGC GATCTGCT 
CAGTAATATAATTTGCCA 1 1 1 1 1 A 
ACATTGTAATAGAAACAGATTTCCCA 
AATTCCAGCGTGGCATGAGGTAAT 
CAGACTGAATAGATCTTAACTGTCTC 
CTACATGTGTGTTTTCAAATGTGT 
GATATCCCAGCGGTGGTACTTCGGA 
GACACCTGTCTGCATCTGACTG AG C 



ACACTTTCCTCTGCCTmTCTCTTAT 
ATGTGGGTTCATGGTTCAGTTCG 
AGATAATGTCACCAGTCCTCTTCCTT 
CACTTCTTGTTGTAATTGCAG CCA 



CCGGCACACAGGGACTAGGTCTAGT 
G AG AAC ATC AG GAGCAG CC AG GGAT 

CATCGGGTTTTGGGTGTGTGTTTTCA 
TAGCGTGGTTACTTTCTATAATGC 

ATGTATTTCTTTCTGACTAGACTTGTG 
ATATG CGTGTGTTTATGTACAGA 

GTTCTGTATCAGTTGAATTTTTGTGCT 

CTTTTCCCTGTGTACGTGGTGGT 

CATTTATGAGTTCCATGATATGTGGT 

CTAAG AAAGAC C AAAC AGATTTCT 

AAATCGGTTGGGTACCATGCTTTTTC 

TCCCCTTCACGTTTGCAGTTGATG 

GTTCATGTTGGAAAGAATGAAAACAA 

CTTCAAGTTCATAGGCAGCCAGCC 

TGTCATTTAAAGACATCAGGTTCATCT 

GTTTACTGAGCTAGAAACATAGT 



ATCTGGTGCCAAATGAAGATTTTTAG 
GAGTGATTACTAATTATCAAGGGC 



TTCTGCACTGGGAGGTGTAATACATC 
ACAAAGACAAAGAAAACGCATACT 
AGTTGAAGGAAAATGTTCATGTTCAT 
ATGTACTTGTTTGCTATGACTACA 
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2534 db mining Hs.323879 NM 003639 



Table 8 

4504630 cDNAFU20586fis,doneKAT09466, 
highly similar to AF091453 NEMO 
protein /cds=UNKNOWN 



2535 Table 3A 

2536 Table 3A 

2537 Table 3A 

2538 Table 3A 

2539 Table 3A 

2540 literature 

2541 Table 3A 

2542 db mining 

2543 Table 3A 

2544 Table 3A 

2545 Table 3A 

2546 Table 3A 



2550 Table 3A 

2551 db mining 

2552 db mining 

2553 Table 3A 

2554 Table 3A 

2555 db mining 

2556 Table 3A 



Hs.146360 NMJJ03641 4504580 

Hs.167216 NMJ1D3658 6633797 

Hs.155172 NM 003664 4501974 

Hs.239307 NMJJ03680 4507946 

Hs.82548 NMJJ03682 4505070 

Hs.47504 NMJ)03686 4504368 

Hs.1 8571 NM_003690 4505580 

Hs.296776 NM 003721 4506498 



Hs.1 18633 NMJJ03733 

Hs.5120 NM_003746 

Hs.57783 NM_003751 

Hs.57973 NWL.003753 



11321576 
4505812 



Interferon induced transmembrane 
protein 1 (9-27) (IFITM1), mRNA 
/cds=(1 10,487) 

BarH-tike homeobox 2 (BARX2), 
mRNA/cds=(96 t 935) 

adaptor-related protein complex 3, beta 
1 subun'rt (AP3B1), mRNA 
/cds=(53,3334) 

tyrosyWRNA synthetase (YARS), 
mRNA /cds=(0,1 586) 
MAP-kinase activating death domain 
(MADD). mRNA/cds=(325,5091) 
exonuclease 1 (EX01), mRNA 
/cds=(21 6.2629) 

protein kinase, interferon-inducible 
double stranded RNA dependent 
activator (PRKRA), mRNA 
/cds=(96,1037) 

regulatory factor X-associated ankyrin- 
containing protein (RFXANK), mRNA 
/cds=(417,1199) 

2'-5 , oligoadenylate synthetase-like 
(OASL), mRNA/cds=(6,1550) 
dynein. cytoplasmic, light polypeptide 
(PIN), mRNA/cdS=(93,362) 



2547 Table 3A Hs.58189 NWL.003756 



2548 Table 3A Hs.192023 NM.003757 



2549 Table 3A Hs.172684 NM_003761 



Hs.77608 NM_003769 

Hs.89862 NM_003789 

Hs.251216 NMJJ03790 

Hs.75890 NM_003791 

Hs.7943 NM_003796 

Hs.1 55566 NMJJ03805 

Hs.87247 NM.003805 



2557 literature Hs.54673 NM.003808 



2558 literature Hs.26401 NM_003809 



2559 fiterature Hs.83429 NMJJ03810 



2560 literature Hs.1524 NM_003811 



2561 Table 3A Hs.2442 NMJH3816 



4503526 eukaryotic translation initiation factor 3, 
subunit 9 (eta, 116kD) (EIF3S9), mRNA 
/cds=(53,2674) 

4503522 caspase recruitment domain protein 1 0 
mRNA, complete cds /cds=(40,3138) 

450351 4 eukaryotic translation initiation factor 3, 

subunit 3 (gamma, 40kD) (EIF3S3), 

mRNA/cds=(5,1063) 
4503512 eukaryotic translation initiation factor 3, 

subunit 2 (beta, 36kD) (EIF3S2), mRNA 

/cds=<17,994) 
14043025 vesicle-associated membrane protein 8 

(endobrevin) (VAMP8); mRNA 

/cds=(53,355) 
4506902 splicing factor, arginine/serine-rich 9 

(SFRS9), mRNA/cds=(52,717) 
13378136 TNFRSFIA-associated via death 

domain (TRADD), mRNA 

/cds=(66,1004) 
4507568 hypothetical protein DKFZp434A196 

(DKFZP434A196),mRNA 

/cds=(168,2732) 
4506774 membrane-bound transcription factor 

protease, site 1 (MBTPS1), mRNA 

/cds=(4 96,3654) 
4506542 RPB5-mediaflng protein (RMP), mRNA 

/Cds«(465,1991) 
4503030 CASP2 and RIPK1 domain containing 

adaptor with death domain (CRADD), 

mRNA/cds=(37,636) 
4504492 harakiri, BCL2-interacting protein 

(contains only BH3 domain) (HRK), 

mRNA/cds=(120,395) 
4507598 tumor necrosis factor (ligand) 

superfamily, member 13 (TNFSF13), 

mRNA /cds=(281, 1033) 
4507596 tumor necrosis factor (ligand) 

superfamily, member 12 (TNFSF12), 

mRNA /cds={17,766) 
4507592 tumor necrosis factor (ligand) 

superfamily, member 10 (TNFSF10), 

mRNA /cds=(87,932) 
4507608 tumor necrosis factor (ligand) 

superfamily, member 9 (TNFSF9), 

mRNA/cds=(3,767) 
4501 914 a disintegrin and metaBoproteinase 

domain 9 (meltrin gamma) (ADAM9), 

mRNA /cds={78 t 2537) 



PCT/US01/47856 



CACTGG GGAAGTCAAGAATGG GGCC 
TGGGGCTCTCAG GGAGAACTGCTTC 



CCCTAGATACAGCAGTTTATACCCAC 
ACACCTGTCTACAGTGTCATTCAA 

GAAAGTGCTTAGCTCTCTCCCTCCTG 
ACCTCTGGGCAGCCAGTCATCAAA 
ATCATGTATGCAATACTTTCCCCCTTT 
TTGCTTTGCTAACCAAAGAGCAT 

CTGCTGTCTCTTCAGTCTGCTCCATC 

CATCACCCATTTACCCATCTCTCA 

TATAGAAAATGTACAGTTGTGTGAAT 

GTGAAATAAATGTCCTCAACTCCC 

GGCCGTGTTCAAAGAGCAATATTCCA 

GTAAATGCAGACTGCTGCAAAGCT 

AGCTGCTGACTTGACTGTCATCCTGT 

TCTTGTTAG C C ATTGTGAATAAGA 



GAACTGACTTCAAAGGCAGCTTCTGG 
ACAGGTGGTGGGAGGGGACCCTTC 

GGAGAGGCTCTGTTTCCAGCCAGTTA 
GTTTTCTCTGGGAGACTTCTCTGT 
TTTCTATTCCATACTTCTG CCCACGTT 
GTTTTCTCTCAAAATCCATTCCT 

CCTGTACACAG CCGAG CAGCATTTCC 
GTTGAAGGACTTGCATCCCCATTG 

TTGATGCTTAGTG GAATGTGTGTCTA 
ACTTGCTCTCTGACATTTAGCAGA 

AAGAAGTTAACATGAACTCTTGAAGT 
CACACCAGGGCAACTCTTG GAAGA 

GGTGGATCTCCAACCAGGCCAGAGA 
AGATTCTCACAGAAGGTTTTGAACT 

GGCTGGGAAACTGTTGGTGGCCAGT 
GGGTAATAAAGACCTTTCAGTATCC 

GGTTCGCTCTACTATGGAGATCAACA 
GTTACTGTGACTGAGTCGGCCCAT 
GCTCACACTCAG CGTG GGACCCCGA 
ATGTTAAG CAATGATAATAAAGTAT 

CTGCTCGCCCCTATCGCTCCAGCCAA 
GGCGAAGAAGCACGAACGAATGTC 

ACCTGCCACCATGTTTTGTAATTTGA 
GGTCTTGATTTGACCATTGTCGGT 

AACGAAAGGAAGTTCTGTTGGAAGCA 
TCTGAAGAAACTGGAAAGAGGGTT 
ACATTTACCTGAATGTTGTCTGAGGA 
CTGAACTGTGGACTTTACTATTCA 

AAATCCAGCTGCAGAAACAGACACCC 
CAATGCTATTTACATACAGCTCTA 

CCCCGTTCCTCACTTTTCCCTTTTCAT 
TCCCACCCCCTAGACTTTGATTT 

TTCAGGCACTAAGAGGGGCTGGACC 
TGGCGGCAGGAAGCCAAAGAGACTG 

CGCAACAATCCATCTCTCAAGTAGTG 
TATCACAGTAGTAGCCTCCAGGTT 

CCCAGGCTAGGGGGCTATAGAAACA 
TCTAGAAATAGACTGAAAGAAAATC 

ACCTACAAAAAAGTTACTGTG GTATC 
TATGAGTTATCATCTTAGCTGTGT 
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256a literature Hs.279899 NM_003820 



2563 db mining Hs.86131 NMJJ03824 

2564 literature Hs.114676 NM 003839 4507564 



2565 literature 



2570 Table 3A 

2571 Table 3A 

2572 Table 3A 

2573 Table 3A 

2574 Table 3A 

2575 Table 3A 

2576 Table 3A 

2577 Table 3A 

2578 Table 3A 

2579 literature 

2580 literature 

2581 Table 3A 

2582 Table 3A 

2583 Table 3A 

2584 literature 

2585 Table 3A 

2586 Table 3A 

2587 Table 3A 

2588 Table 3A 

2589 literature 



Table 8 

4507570 tumor necrosis factor receptor 

superfamlly, member 14 (herpesvirus 
entry mediator) (TNFRSF14), mRNA 
/cds=(293,1144) 

Fas (TNFRSF6)-associated via death 
domain (FADD), mRNA /cds=(1 29,755) 



4505228 



Hs.129844 NM_003840 4507562 



2566 literature Hs.119684 NMJ)03841 10835042 

2567 literature Hs.249190 NMJJ03844 4507558 

2568 Table 3A Hs.7043 NM_003849 11321580 

2569 Table 3A Hs.5085 NM 003859 4503362 



Hs.153687 NMJ)03866 4504706 

Hs.1742 NM_003B70 4506786 

Hs.279789 NM_Q03883 13128861 

Hs.76095 NM_003897 4503328 

Hs.7165 NM_003904 4508020 

Hs.61828 NM_003905 4502168 

Hs.8991 NMJ303917 4503842 



Hs.58589 NMJJ03918 

Hs.306359 NM_003922 

Hs.35947 NMJW3925 

Hs. 194685 NM.Q03935 

Hs.169139 NMJJ03937 

Hs.24322 NMJTO3945 

Hs.47007 NMJJ03954 

Hs.24439 NMJJ03958 

HS.108371 NM.Q03973 

Hs.10315 NM.003983 



5453673 
4557025 
4505120 
4507634 
4504936 



tumor necrosis factor receptor 

superfamBy, member 1 1a, activator of 

NFKB (TNFRSF1 1 A), mRNA 

/cds=(38,1888) 

tumor necrosis factor receptor 

superfamily, member 10d, decoy with 

truncated death domain (TNFRSF10D), 

mRNA/cds=(82,1242) 

tumor necrosis factor receptor 

superfamily, member 10c, decoy 

without an Intracellular domain 

(TNFRSF10C), mRNA /cds=(29,928) 

tumor necrosis factor receptor 

superfamily, member 10a 

(TNFRSF10A), mRNA /cds=(0,1408) 

succlnate-CoA ligase, GDP-forming, 

alpha subunit (SUCLG1), mRNA 

/cds=(31,1032) 

dofichyl-phosphate 

mannosyl transferase polypeptide 1, 

catalytic subunit (DPMI), mRNA 

/cds=(0,782) 

inositol polyphosphate-4-phosphatase, 
type II, 105kD (1NPP4B), mRNA 
/cds=(121,2895) 

IQ motif containing GTPase activating 
protein 1 (IQGAP1), mRNA 
/cds=(467,5440) 

histone deacetylase 3 (HDAC3), mRNA 
/cds=(55,1341) 

immediate early response 3 (1ER3), 

mRNA /cds=(1 1 ,481) 

zinc finger protein 259 (ZNF259), 

mRNA/cds=(28.1407) 

amyloid beta precursor protein-binding 

protein 1, 59kD (APPBP1), mRNA 

/cds=(73,1677) 

adaptor-related protein complex 1 , 
gamma 2 subunit (AP1G2), mRNA 
/cds=(45,2402) 
glycogenin 2 (GYG2), mRNA 
/cds=(283,1788) 
clone 25038 mRNA sequence 
/cds=UNKNOWN 

methyl-CpG binding domain protein 4 
(MBD4), mRNA/cds=(176,1918) 
topoisomerase (DNA) III beta (TOP3B), 
mRNA/cdS=(113,2701) 
kynureninase (L-kynurenine hydrolase) 
(KYNU), mRNA/cds=(108,1503) 



4502318 ATPase, H+ transporting, lysosomal 
(vacuolar proton pump) 9kD (ATP6H), 
mRNA/cds=(62,307) 
mitogen-activated protein kinase 
kinase kinase 14 (MAP3K14), mRNA 
/cds=(232,3075) 

ring finger protein (C3HC4 type) 8 
(RNF8), mRNA /cds=(1 12,1 569) 
4506600 E2F transcription factor 4, p1 07/p130- 
binding (E2F4), mRNA fcds=(62,1303) 



4505396 



4504866 



4507052 solute carrier family 7 (cationic amino 
acid transporter, y+ system), member 6 
(SLC7A6), mRNA /cds=(261 ,1 808) 
4502884 Homo sapiens, clone MGC:16360 

IMAGE:3927645, mRNA, complete cds 
/cds=(561,731) 
1 0835176 nuclear factor of kappa light 

polypeptide gene enhancer in B-cells 1 
• (p105)(NFKB1),mRNA 
/cds=(397,3303) 

Hs.278443 NM_004001 4557021 Fc fragment of IgG, low affinity lib, 

receptor for (CD32) (FCGR2B), mRNA 
^^(0,875) 



Hs.339840 NM_003992 
Hs.83428 NMJW3998 



PCT/US01/47856 



TGGTGTTTAGTG GATACCACATCGGA 
AGTGATTTTCTAAATTGGATTTGA 



TCACTATCTTTCTGATAACAGAATTGC 
C AAG GCAGCGGGATCTCGTATCT 

GAAAAGATGGAGAAAATGAACAGGAC 
ATGGGGCTCCTGGAAAGAAAGGGC 



GTGGTTTTAGGATGTCATTCTTTGCA 
GTTCTTCATCATGAGACAAGTCTT 



AAGGGTGAGGATGAGAAGTGGTCAC 
GGGATTTATTCAGCCTTGGTCAGAG 



G AGAAGATTCAG GAC CTCTTG GTG GA 
CTCTG GAAAGTTCATCTACTTAGA 

AGTACAACTGGAAGCCAAAACAAGGT 
G GAAGATGTC CTG AATTAAGACGT 

GTT GCTG GCCTAATGAGCAATGTTCT 
CAATTTTCGTTTTCATTTTGCTGT 



AC AGACCTCCAG AG G GGACTTATGG 
AAAAGCTGACACCTAAGTTTACCAA 

TGAATTTACTTCCTCCCAAGAGTTTG 
G ACTG CCCGTCAGATTGTTTCTGC 

TGGCTTTATGTCCATTTTACCACTGTT 

TTTATC C AATAAACTAA GTC GGT 

GCTGTCACGGAGCGACTGTCGAGAT 

CGCCTAGTATGTTCTGTGAACAGAA 

CCTTTAAGGTTGGAACTTTGAAGTTG 

GAGAAGGTGGAATAAAGTTACACC 

TGCCTTCGGGTTGTGCTTTAGTCTGT 

AAAATTCTAAAGGAGAGCTGCTAA 

GCAAAAACCTGGGACCAGCCCCCTT 
CTCCCACAAATAAAGCCCAATAAAG 

GTCATCGGCTTTCAGAGGGAGACCA 

CGGGAATGTTCAGGGAAACAATGTC 

TGAATTGCCTGTTCAGGGTTCCTTAT 

GCAGAGAAATAAAGCAGATTCAGG 

ACCAACCACCTTTCCAGCCATAGAGA 

TTTTAATTAG C C CAACTAGAAG C C 

CTACTTTGTATGATGACCCTGTCCTC 

CCTCACCCAGGCTGCAGTGCCATG 

AAAGAGGAGTGGTTTGTGACAAGCG 

GAATCCAAATGGCATTCGAGTGGCT 

GAAGAGCCATCTCAACAGAATCGCAC 
CAAACTATACTTTCAGGATGAATT 

TCTGG GTTGTAGAGAACTCTTTGTAA 
GCAATAAAGTTTGGGGTGATGACA 

CTGCTGTCCACTTTCCTTCAGGCTCT 
GTGAATACTTC AA C CTG CTGTG AT 
GCACCTGCTCCAAAGGCATCTGGCA 
AGAAAGCATAAGTGGCAATCATAAA 

CTC CTTTTAACGTGTTATTGA CAAAC C 
TCCCCAAAAGAATATGCAATTGT 

AGCTGCCAGAAAGCACAGATTTGACC 
CAAGCTA7TTATATGTTATAAAGT 

AGCTGCTGCTGGATCACAGCTGCTTT 
CTGTTGTCATTGCTGTTGTCCCTC 



GATGAGGCTGACAAAGTTGGGGCTG 
AGAACACAATCAC CTATTCACTTCT 
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2590 Table 3A 



2591 Table 3A 



Hs.12068 NM_004003 4755131 



Hs.169470 NM 004010 5032314 



Table 8 

carnitine acetyl transferase (CRAT), 
nuclear gene encoding mitochondrial 
protein, transcript variant peroxisomal, 
mRNA/cds=(29B,2113) 
dystrophin {muscular dystrophy, 
Duchenne and Becker types), includes 
DXS142, DXS164, DXS206, DXS230, 
DXS239, DXS268, DXS269, DXS270. 
DXS272 (DMD), transcript variant 
Dp427p2, mRNA /cds=(702,1 1390) 



PCT/US01/47856 



1 TCCTGCCCCCGCCCTGCTGTATGATA 
TTAATGTGGAAGGTCATCAATAAA 



1 AAACTGTAAATCATAATGTAACTGAA 
G C ATAAACATCAC ATG GCATGTTT 



2592 


Table 3A 


Hs.460 


NM_004024 


4755127 


activating transcription factor 3 (ATF3), 
mRNA/cds=(164,520) 


1 


ACAAGGACGCTGGCTACTGTCTATTA 
AAATTCTGATGTTTCTGTGAAATT 


2593 


Table 3A 


Hs.166120 


NMJJ04031 


4809287 


interferon regulatory factor 7 (IRF7), 
transcript variant d, mRNA 
/cds={335,1885) 


1 


CTTCCTTATGGAGCTGGAGCAGCCC 
GCCTAGAACCCAGTCTAATGAGAAC 


2594 


Table 3A 


Hs.78637 


NM_004034 


4809278 


annexln A7 (ANXA7), transcript variant 
2, mRNA/cds=(60,1526) 


1 


TGCATCTCATTTTGCCTAAATTGGTTC 
TGTATTCATAAACACTTTCCACA 


2595 


Table 3A 


Hs.217493 


NM_004039 


4757755 


annexin A2 (ANXA2), mRNA 
/cds=(49.1068) 


1 


AGTGAAGTCTATGATGTGAAACACTT 
TGCCTCCTGTGTACTGTGTCATAA 


2596 


Table 3A 


Hs.227817 


NM_004049 


14574570 


BCL2-related protein A1 (BCL2A1), 
mRNA /cds={1 83,710) 


1 


TTG ATG ATGTAACTTGACCTTC C AGA 
GTTATGGAAATTTTGTCCCCATGT 


2597 


Table 3A 


Hs.1 55935 


NM_004054 


4757887 


complement component 3a receptor 1 
(C3AR1), mRNA/cds=(0,1448) 


1 


AGCTCACACGTTCCACCCACTGTCCC 
TCAAACAATGTCATTTCAGAAAGA 


2598 


Table 3A 


Hs.1 53640 


NMJ)04073 


4758015 


cytokine-inducible kinase (CNK), 


1 


G GAC C ACTTTTATTTATTGTC AGAC A 










mRNA /cds=(36, 1 859) 




CTTATTTATTG G GATGTGAGCC CC 


2599 


Table 3A 


Hs.1 08080 


NM_004078 


4758085 


cysteine and glydne-rich protein 1 


1 


GGGCTGTACCCAAGCTGATTTCTCAT 










(CSRP1), mRNA /cds=(54 ,635) 




CTGGTCAATAAAGCTGTTTAGACC 


2600 


literature 


Hs.76394 


NM_004092 


12707569 


enoyl Coenzyme A hydratase, short 
chain, 1, mitochondrial (ECHS1), 
nuclear gene encoding mitochondrial 
protein, mRNA /cds=(71 ,943) 


1 


G CTCTGAGGGAAACGCTGTCTGCTG 
C CTTCATACAGATG CTGATTAAAGT 


2601 


literature 


Hs.4758 


NM_004111 


6325465 


chromosome 1 1 , BAC C1T-HSP-31 1e8 
(BC269730) containing the hFEN1 gene 
/Cds=(2644,3786) 


1 


TTTTAGCTCAGGAAAATATGTCAGGC 
TCAAACCACTTCTCAGGCAGTTTA 


2602 


Table 3A 


Hs.171862 


NM_004120 


6996011 


guanylate binding protein 2, interferon- 
inducible (GBP2), mRNA 
^=(156,1931) 


1 


TTGTTGAACCATAAAGTTTGCAAAGT 
AAAGGTTAAGTATGAGGTCAATGT 


2603 


Table 3A 


Hs.284265 


NM_004124 


4758441 


pRGR1 mRNA, partial cds 
/cds=(0,538) 


1 


TGTGGTTTCAGTCTCTGCTAGTTCAT 
ATTGCATGTTTATTTTG GACAGTC 


2604 


Table 3A 


Hs.3069 


NM_0041 34 


4758569 


heat shock 70kD protein 9B (mortalin- 
2) (HSPA9B), mRNA/cas=(29,2068) 


1 


AGCAGAAATTTTGAAGCCAGAAGGAC 
AAC ATATG AAG CTTAG GAG TGAAG 


2605 


Table 3A 


Hs.80350 


NMJJ04156 


4758951 


protein phosphatase 2 (formerly 2A), 
catalytic subunit, beta isoform 
(PPP2CB), mRNA /cds=(21, 950) 


1 


ACTG CTTC ATCTC CTTTTGCG CTTATT 
TGGAAATTTTAGTTATAGTGTTT 


2606 


Table 3A 


Hs.180082 


NMJ)04159 


4758969 


proteasome (prosome, macropain) 
subunit, beta type, 8 (large 
multifunctional protease 7) (PSMB8), 
mRNA/cds=(220,1038) 


1 


GAGAGAGTACGGGCTCAGCAGCCAG 
AGGAGGCCGGTGAAGTGCATCTTCT 


2607 


Table 3A 


Hs.272493 


NMJ>04166 


14589962 


small inducible cytokine subfamily A 
(Cys-Cys), member 15 (SCYA15), 
transcript variant 2, mRNA 
/cds=(474,815) 


1 


CCCAGTCACCCTCTTGGAGCTTCCCT 
G CTTTGAATTAAAGAC CACTC ATG 


2608 


Table 3A 


Hs.272493 


NM_004167 


14602450 


small inducible cytokine subfamily A 


1 


CCCAGTCACCCTCTTGGAGCTTCCCT 










(Cys-Cys), member 15 (SCYA15), 
transcript variant 2, mRNA 
/cds=(474,815) 




GCTTTGAATTAAAGACCACTCATG 


2609 


Table 3A 


Hs.469 


NMJJ04168 


4759079 


succinate dehydrogenase complex, 
subunit A, flavoprotein (Fp) (SDHA), 
nudear gene encoding mitochondrial 
protein, mRNA/cds=(24,2018) 


1 


GGAG CGTGG CACTTACCTTTGTCCCT 
TGCTTCATTCTTGTGAGATGATAA 


2610 


Table 3A 


Hs-75379 


NMJ)04172 


4759125 


solute carrier family 1 (glial high affinity 
glutamate transporter), member 3 
(SLC1A3), nudear gene encoding 
mitochondrial protein, mRNA 
/cds={178,1806) 


1 


GCATACACATGCACTCAGTGTGGACT 
GGGAAGCATTACTTTGTAGATGTA 
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Table 3A 


Hs.172791 


NMJJ04182 


4759297 


ubiquitously-expressed transcript 
(UXT), mRNA/cds=(56,529) 


1 


AAGCCTCACCATTGACTTCTTCCCCC 
CATC CTCAGACATTAAAGAGCCTG 
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literature 


Hs.212680 


NMJJ04195 


4759245 


tumor necrosis factor receptor 


1 


CTGACCTCGGCCCAGCTTGGACTGC 










superfamily, member 18 (TNFRSF18), 
mRNA/cds=(0,725) 




ACATCTGGCAGCTGAGGAGTCAGTG 


2613 


Table 3A 


Hs.18720 


NMJJ04208 


4757731 


programmed ceil death 8 (apoptosis- 
Indudng factor) (PDCD8), mRNA 
/cds=(42,1883) 


1 


GGAAGATCATTAAGGACGGTGAGCA 
GCATGAAGATCTCAATGAAGTAGCC 
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Table 3A 


Hs.79197 


NMJJ04233 


4757945 


CD83 antigen (activated B 
lymphocytes, immunoglobulin 
superfamily) (CD83), mRNA 
/cds=(41.658) 


1 


TTACCTCTGTCTTGGCTTTCATGTTAT 
TAAACGTATGCATGTGAAGAAGG 


2615 


RG 

housekeeping 


Hs.6566 


NM.004237 


11321606 


thyroid hormone receptor interactor 13 
(TRIP13), mRNA/cds=(45,1343) 


1 


AGTTACTGGTCTCTTTCTGCCGAATG 
TTATGTTTTGCTTTTATCTCACAG 
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Table 3A 


Hs.85092 


NMJJ04239 
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Table 3A 
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NM_004247 
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Hs 184276 


NM 004252 
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Hs.31442 


NMJW4260 
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Table 3A 


Hs.90606 


NM.004261 
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Table 3A 


Hs 15259 


NM 004281 
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Hs 341182 


MM 004?ftfi 
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Hs.75393 


NM_004300 
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Table 3A 


Hs.274350 


NM_004301 
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Table 3A 


Hs.109918 


NM_004310 
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Hs.75811 


NM_004315 
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NM 00437Q 
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NM 004344 
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Table 3A 


Hs.170019 


NMJJ04350 
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Table 3A 


Hs.84298 


NMJJ04355 
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Table 3A 


Hs.75564 


NMJXM357 
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Table 3A 


Hs.75887 


NM_004371 


2634 


Table 3A 


Hs.79194 


NM_004379 


2635 


Table 3A 


Hs.23598 


NMJJ04380 
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Hs.155595 


NM_004404 
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Hs 171695 

I IO< Iff Uww 


NM 004417 
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Table 3A 


Hs.1183 


NMJHM418 
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Table 3A 


Hs.2128 


.NMJJ04419 
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Table 3A 


Hs.74088 


NMJJ0443D 


2642 


Table 3A 


Hs.55921 


NM_004446 
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Table 3A 


Hs.48876 


NMJW4462 
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Table 3A 


Hs.76362 


NMJJ04492 
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Table 3A 


Hs.1 03804 


NMJJ04501 


2646 


db mining 


Hs.171545 


NMJ104504 



Table 8 

1 0863904 thyroid hormone receptor interactor 1 1 

(TRIP11), mRNA/cds=(356,6295) 
4759279 U5 snRNP-specific protein, 1 1 6 kD (U5- 

1 16KD), mRNA /cds=(60,2978) 
47591 39 solute carrier family 9 

(sodium/hydrogen exchanger), isoform 

3 regulatory factor 1 (SLC9A3R1), 

mRNA/cds=(212,1288) 
4759029 RecQ protein-like 4 (RECQL4), mRNA 

/cds=(0,3626) 
4759095 15 kDa selenoprotein (SEP15), mRNA 

/cds=(4,492) 
1 4043023 BCL2-assoclated athanogene 3 

(BAG3), mRNA/cds=(306,2033) 
8670550 602417256F1cDNA,5 , end 

/clone=IMAGE:4536829 /ctonejsno^ff 

475771 3 acid phosphatase 1, soluble (ACP1), 

transcript variant a, mRNA 

/cds=(775.1251) 
4757717 BAF53 (BAF53A), mRNA 

/cds=(136,1425) 
4757769 ras homolog gene family, member H 

(ARHH), mRNA fcds=(579,1 154) 
4757785 N-acylsphlngoslne amidohydrolase 

(acid ceramidase) (ASAH), mRNA 

/cds=K17,1204) 
1 1038638 breakpoint cluster region (BCR) , 

transcript variant 1, mRNA 

/cds=(488,4303) 
4757853 bone morphogenetic protein receptor, 

type IA (BMPR1 A), mRNA 

/cds=(309,1907) 
4757901 centrin, EF-hand protein, 2 (CETN2), 

mRNA/cds*(47,565) 
4757917 runt-related transcription factor 3 

(RUNX3), mRNA/cds=<9,1256) 
1 0835070 CD74 antigen (Invariant polypeptide of 

major histocompatibility complex, class 

II antigen-associated) (CD74), mRNA 

/cds=(7,705) 
4757941 CD151 antigen (CD151), mRNA 

/cds={84,845) 
6996002 coatomer protein complex, subunit 

alpha (COPA), mRNA /cds=(466,4140) 

4758053 CAMP responsive element binding 

protein 1 (CREB1), mRNA 

/cds=(1 16,1099) 
4758055 CREB binding protein (Rubinstein- 
Taybi syndrome) (CREBBP), mRNA 

/Cds=(1 98,7526) 
13514826 DEAD/H (Asp-Glu-Ala,Asp/His) box 

polypeptide 5 (RNA helicase, 68kD) 

(DDX5), mRNA/cds=(170,2014) 
47581 57 neural precursor cell expressed, 

developmental^ down-regulated 5 

(NEDD5), mRNA/cdS=(258,1343) 
7108342 dual specificity phosphatase 1 

(DUSP1), mRNA/cds=(248,1351) 
1 2707563 dual specificity phosphatase 2 

(DUSP2), mRNA/cds=(85,1029) 
1 2707565 dual specificity phosphatase 5 

(DUSP5), mRNA /cds=(21 0,1 364) 
4758251 early growth response 3 (EGR3), 

mRNA/cds=(357,1520) 
4758293 glutamyHxolyMRNA synthetase 

(EPRS), mRNA/cds=(58,4380) 
4758349 famesyl-diphosphate 

famesyltransferase 1 (FDFT1), mRNA 

/cds=(44,1297) 
4758485 general transcription factor llA, 2 (12kD 

subunit) (GTF2A2), mRNA 

/Cds=(141,470) 
14141160 heterogeneous nuclear 

ribonucleoproteln U (scaffold 

attachment factor A) (HNRPU), 

transcript variant 1 , mRNA 

/cds=(217,2691) 
7262381 H1V-1 Rev binding protein (HRB), 

mRNA/cdS=(243,1931) 
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CACAAAGTGGCCTTTGGGGAGAAAG 
TCATGTATTTGTTCGCAATTATGCT 
ATTTACTCCAAGTCCTCTCCCCAGCT 
ACCACCAGTCCCTTACTCTGTTCT 
GCCCATCCCTGAGCCAGGTAC CACC 
ATTGTAAG GAAAC ACTTTCAGAAAT 



AGGACCGACGCTTCTGGAGAAAATAC 

CTGCACCTGAGCTTCCATGCCCTG 

TTC ACAAAGATTTG C GTTAATGAAGA 

CTACACAGAAAACCTTTCTAGGGA 

ATACCTGACTTTAGAGAGAGTAAAAT 

GTGCCAGGAGCCATAGGAATATCT 

ATGGAAAGATGTGGTCTGAGATGGGT 

GCTGCAAAGATCATAATAAAGTCA 

ACATC C AGAAAGAAG GACACTTGTAT 
GCTAGTCTATGGTCAGTTGAGGAA 

TTGACTAGTAAAAGTTACTGCCTAGT 
CTTTTTACCTTAGGCTTACAGAAT 
TTGCC CAG GCCAGTTAGAAAATCCCT 
TGGGGAACTGTGATGAATATTCCA 
ATAATC ACAG TTGTGTTCCTGACA CT 
CAATAAACAGTCACTGGAAAGAGT 

TGACCGGATTCCCTGACTGTTGTATC 
TTGAATAAACGCTGCTGCTTCATC 

CCAAAGTTGGAGCTTCTATTGCCATG 
AACCATGCTTACAAAGAAAGCACT 

GTGAACTCCTGCACTGGCATTTGGAT 
GTGTGTTAATGCTATTTGTTTTGT 
GCTGG GTGGAAACTGCTTTGCACTAT 
CGTTTG CTTG GTGTTTGTTTTTAA 
G CTTGTTATC A G CTTTCAG G G CCATG 
GTTCACATTAGAATAAAAGGTAGT 



CTTTGCCTTGCAGCCACATG GCCCCA 
TCCCAGTTGGGGAAGCCAGGTGAG 
TGCGGGTTATTGATTTGTTCTTTACAA 
CTATTGTTCTCATATTTCTCACA 

AGTTATTAGTTCTG CTTTAG CTTTCCA 
ATATGCTGTATAGCCTTTGTCAT 

GCTGTTTTCAACATTGTATTTGGACTA • 
TGCATGTG MIN I CCCCATTGT 

AAGTAAATGTACAGTGATTTGAAATA 
CAATAATGAAGGCAATGCATGGCC 

CCCA CACTG CTACACTTCTGATCCCC 
TTTG GTTTTACTACCCAAATCTAA 

TCTTAAGCAGGTTTGTTTTCAGCACT 
GATGG AAAATAC C AGTGTTG G GTT 
GGGGTTGGAAACTTAGCACTTTATAT 
TTATACAGAACATTCAGGATTTGT 
ACCC GTGTGAATGTG AAGAAAAGCAG 
TATGTTACTGGTTGTTGTTGTTGT 
TTGCACTGTGAGCAAATGCTAATACA 
GTAAATATATTGTGTTTGCTGACA 
AAATG AAGTC AC ACAG GACAATTATT 
CTTATGCCTAAGTTAACAGTG GAT 
GTCGCTGCATATGTGACTGTCATGAG 
ATCCTACTTAGTATGATCCTGGCT 

AAGGACAAAAGTTGTTGCCTTCCTAA • 
GAAC CTTCTTTAATAAACTC ATTT 

CTG CATTTTGATTCTGAAAAGAAAG C 
TG G CTTTG C C C ATTTCTTATTAAA 



AC CTGT CTGCATAATAAAGCTGATCA 
TGTTTTGCTACAGTTTG CAG GTGA 
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Hs.152983 


NMJ104507 
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Table 3A 


Hs.38125 


NMJJ04510 
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Table 3A 


Hs.75117 


NMJJ04515 
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Table 3A 


Hs.6196 


NM.004517 
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db mining 


Hs.111301 


NMJ)04530 
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Table 3A 


Hs.198271 


NM_Q04544 
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Table 3A 


Hs.173611 


NM.004550 
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Table 3A 


Hs.80595 


NMJJ04552 
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Table 3A 


Hs.91640 


NMJJ04556 
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Table 3A 


Hs.74497 


NMJ>04559 
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Table 3A 


Hs.158225 


NMJ>04571 
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Table 3A 


Hs.7688 


NMJJ04576 
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literature 


Hs.240457 


NMJJ04584 
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Table 3A 


Hs.75498 


NMJ304591 
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Hs.30035 


NWI.004593 
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Hs.75066 


NMJ)04622 


2665 


db mining ■ 


Hs.320 


NIW 004628 


2666 


literature 


Hs.8047 


NM_004629 
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Table 3A 


HS.159627 


NMJJ04632 


2668 


Table 3A 


Hs.237955 


NMJJ04637 


2669 


Table 3A 


HS.25911 


NMJJ04638 


2670 


Table 3A 


Hs.966 


NM_004645 


2671 


Table 3A 


Hs.77578 


NMJJ04652 


2672 


Table 3A 


Hs. 80358 


NM 004653 


2673 


Table 3A 


Hs.121102 


NM_004665 


2674 


Table 3A 


Hs.6856 


NM_004674 


2675 


Table 3A 


Hs.155103 


NMJH)4681 



Table 8 

4758575 HUSt (S. pombe) checkpoint homolog 
(HUS1), mRNA /cds=(60,902) 

4758587 Interferon-induced protein 75, 52kD 

(IFI75), mRNA /cds=(1 70,1396) 
4758601 Interleukln enhancer binding factor 2, 

45kD (ILF2), mRNA /cds=(39,1 259) 
4758605 integrin-linked kinase (ILK), mRNA 

/cds=(156,1514) 
1 1 342665 matrix metalloproteinase 2 (gelatinase 

A, 72kD gelatinase, 72XD type IV 

coilagenase) (MMP2), mRNA 

fcds=(289,2271) 
4758767 NADH dehydrogenase (ubiquinone) 1 

alpha subcomplex. 10 (42kD) 

(NDUFA10), mRNA /cds=(21,1088) 
4758785 NADH dehydrogenase (ubiquinone) Fe- 

S protein 2 (49kD) (NADH-coenzyme Q 

reductase) (NDUFS2), mRNA 

/cds=(6,1397) 
4758789 NADH dehydrogenase (ubiquinone) Fe- 

S protein 5 (15kD) (NADH-coenzyme Q 

reductase) (NDUFS5), mRNA 

/cds=(71,391) 
4758805 nuclear factor of kappa light 

polypeptide gene enhancer in B-celis 

inhibitor, epsilon (NFKBIE), mRNA 

/cds=(33,1535) 
4758829 nuclease sensitive element binding 

protein 1 (NSEP1), mRNA 

/cds=(234,1202) 
4758929 PBX/knotted 1 hoemobox 1 (PKNOX1), 

mRNA /cds=(85,1 392) 
4758953 protein phosphatase 2 (formerly 2A), 

regulatory subunit B (PR 52), beta 

isoform (PPP2R2B), mRNA 

/cds={525,1858) 
4759021 RAD9 (S. pombe) homolog (RAD9), 

mRNA /cds=(76,1 251) 
4759075 small inducible cytokine subfamily A 

(Cys-Cys), member 20 (SCYA20), 

mRNA/cds=(58,346) 
4759097 splicing factor, arginine/serine-rich 

(transformer 2 Drosophlla homoiog) 10 

(SFRS10), mRNA /cds=(121,987) 
7242206 small nuclear ribonucleoprotein D2 

polypeptide (16.5kD) (SNRPD2), mRNA 

/cds=(30,386) 
1 0835217 topoisomerase (DNA) Ul alpha 

• (TOP3A),mRNA/cds=(177,3182) 
4759269 transRn (TSN), mRNA /cds=(81 ,767) 

4759331 xeroderma pigmentosum, 

complementation group C (XPC), 

mRNA /cds=(1 91 ,2662) 
4759335 Fanconi anemia, complementation 

group G (FANCG). mRNA 

/cds={492,2360) 
47581 1 7 death associated protein 3 (DAP3), 

mRNA/cds=(73 f 1269) 
13794266 mRNA for RAB7 protein 

/cds={602,1225) 
47581 07 HLA-B associated transcript 2 (BAT2), - 

mRNA /cds=(1 01 ,6529) 
4758023 coilin (COIL). mRNA /cds=(22,1752) 

1 1 64 1424 ubiquitin specific protease 9, X 

chromosome (Drosophila fat facets 
related) (USP9X), transcript variant 1. 
mRNA/cds=(59,7750) 
47591 49 SMC (mouse) homolog, Y 

chromosome (SMCY), mRNA 
/cds=(275 1 4894) 
4759313 vanin 2 (VNN2), mRNA /cds=( 11,1573) 

4757789 ash2 (absent, small, or homeotic, 

Drosophila, homologHike (ASH2L), 

mRNA/cds=(4,1890) 
4758253 eukaryotic translation initiation factor 

1A, Y chromosome (E1F1 AY), mRNA 

/cds=(1 32.566) 
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1 TACTGGTAGATGTGCTCATTCTCCCT 
GAAACATACCCATCATATTGTCCT 

1 AGGAAGCAATGTGGTTGGACCTGGTT 

AAGGGAAAGGCTGATTACGGAAAT 
1 AACTAATACTTTG CTGTTGAAATGTTG 

TGAAATGTTAAGTGTCTGGAAAT 
1 GAG CTTTGTCACTTGCCACATGGTGT 

CTTCCAACATGGGAGGGATCAGCC 
1 CCCTGTTCACTCTACTTAGCATGTCC 

CTACCGAGTCTCTTCTCCACTGGA 



1 TGCACATTGTTTTTCTTCTGACTTCCA 
GAAATAAAAGTGTTTCCATGGGA 

1 ACTAAAAAAGGAGAAATTATAATAAAT 
TAGCCGTCTTGCGCCCCTAGGCC 



1 ACGACAAACCTCCTTGTCAAAGTGTG . 
TAAAAATAAAGGATTGCTCCATCC 



1 CCACTGGGGAAGG GAAGTTTCAGTA 
ACATGACACTAAAATGGCAGAGACG 



1 AAAGATTGGAGCTGAAGACCTAAAGT 
GCTTGCTTTTTGCCCGTTGACCAG 

1 GAAGTCAGTGGGAAACACACAGAAAT 
TTATTTTAAAATCTTTCAGGAGCT 

1 AGATGTATTAGAAGTCCTGACTTTCA 
AGTGTAATTTGCTTTGGAGGAGGA 



1 CTGTGCAGAAGAG CTGCCAGGCAGT 
GTCTTAGATGTGAGACGGAGGCCAT 

1 ACATCATGGAG G GTTTAGTG CTTATC 
TAATTTGTGCCTCACTG GACTTGT 

1 TTGCTTACCAAAGGAG GCCCAATTTC 
ACTCAAATGTTTTGAGAACTGTGT 

1 TCACTCCTCTGTCCTATGAAGACCGC 
TG CCATTGG TGTTGAG AATAATAA 

1 GTTAAG CCAG GACATCCAGAATTCAT 
TGCTTTAATAAAGAACCCAGGCCG 

1 TCAGTTTTAACAAATG CTATTAAAGTG 
GAGAAGCACACTCTGGTCTTGGA 

1 CTCACTGCCTCTTTGCAGTAGGGGAG . 
AGAGCAGAGAAGTACAGGTCATCT 

1 TTGACTTTGCTCGAGGCACC I 1 1 1 1 I 
CCTGTTTCTCCTTTTCTGTTGTCG 

1 AAATGGGTTTCACTGTGAATGCGTGA 

CAATAAGATATTCCCTTGTTCCTA 
1 AACGAATTTCCTGAACCTATCAAACT 

GGACAAGAATGACCGGGCCAAGGC 
1 CTTCCCCTGGTCCCCTGTCCCTGGG 

G CTGTTTGTTAAAAAAGAGTAATAA 
1 ACCGTGAAAATTGGTTTCATTTAACAA 

AAGATCAGATCCCTCCTTCAGCT 
1 TTTCTTGTTACACCCACTGCACTCTG 

CAACCAGTGTTGCCTGCCTCATGG 



1 GGGAAAAACAAGAATTTCATGACTCT 
ACCTGTG GTCTATCTTTAATTTC A 

1 GCTGTGCCCTTGAAGAGAATAGTAAT 
GATG G GAATTTAGAGGTTTATGAC 

1 TCCAAGGAAATGGTAACCTGTTTCTG 
AGAACACCTGAAATCAATGGCTAT 

1 TTCATTGTAATCCACTGTTTTGGCTTT 
CATGAACAAGTAAATTACAGTGT 



WO 02/057414 



2676 Table 3A 

2677 Table 3A 

2678 Table 3A 

2679 Table 3A 

2680 Table 3A 

2681 Table 3A 



2685 Table 3A 

2688 Table 3A 

2687 Table 3A 

2688 Table 3A 

2689 Table 3A 

2690 Table 3A 

2691 Table 3A 

2692 Table 3A 

2693 Table 3A 



2695 Table 3A 

2696 db mining 

2697 Table 3A 

2698 Table 3A 

2699 Table 3A 

2700 Table 3A 

2701 Table 3A 

2702 Table 3A 
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Hs.54483 NMJXJ4688 

Hs.5097 NM_004710 

Hs.40323 NM_004725 

Hs.77324 NMJX>4730 

Hs.326159 NM_004735 

Hs.333513 NM_0D4757 



2682 Table 3A Hs.9075 NM_004760 

2683 Table 3A Hs.170160 NM_004761 

2684 Table 3A Hs.1050 NM_004762 



Hs.11482 
Hs.15589 
Hs.26703 

Hs.23965 

Hs.77965 

Hs.28757 

Hs.49587: 
Hs.168103 
Hs.3628 



t4M_004768 
NM_004774 
NMJ)04779 

NM_0O4790 

NMJJ04792 

NM_004800 

NMJJ04811 
NM_004818 
NM 004834 



2694 Table 3A Hs.102506 NM_004836 4758891 



Hs.227806 * NM_004841 4758807 

Hs.76364 NM_004847 6680470 

Hs.10649 NMJ>04848 4758579 

Hs.274472 NMJ)D4B50 6833807 

Hs.178710 NM_004859 4758011 

Hs.76507 NMJD04862 4758913 

Hs.59403 NM_0048S3 4758667 

Hs.5409 NM_004875 4759045 

Hs.86371 NM_004876 4758513 

Hs.75258 NM_004893 4758495 

Hs.80426 NM_004899 4757871 

Hs.145696 NM_004902 4757925 



Table 8 

475881 3 N-myc (and STAT) interactor (NMl), 

mRNA /cds=(280,1 203) 
4759201 synaptogyrin 2 (SYNGR2), mRNA 

/cds*(29,703) 
4757879 BUB3 (budding uninhibited by 

benzimidazoles 3, yeast) homolog 

(BUB3), mRNA/cds=(70,1056) 
4759033 eukaryotic translation termination factor 

1 (ETF1), mRNA/cds=(135,1448) 

4758689 leucine rich repeat (In FLU) interacting 

protein 1 (LRRFIP1), mRNA 

/cds=(1 78,2532) 
4758265 small Inducible cytokine subfamily E. 

member 1 (endothelial monocyte- 

activating) (SCYE1). mRNA 

/cds=(49,987) 
4758191 serine/threonine kinase 1 7a (apoptosis- 

inducing) (STK17A), mRNA 

/cds=(117,1361) 
4758531 RAB2, member RAS oncogene family- 

like (RAB2L), mRNA /cds=(0,2333) 

4758963 pleckstrin homology, Sec7 and 

coiled/coil domains 1 (cytohesin 1) 

(PSCD1), transcript variant 1 , mRNA 

/cds=(69,1265) 
4759099 splicing factor, arginine/serine-rfch 1 1 

(SFRS11). mRNA /cds=(83, 1537) 
4759265 PPAR binding protein (PPARBP), 

mRNA /cds=(235,4935) 
4758945 CCR4-NOT transcription complex, 

subunit 8 (CNOT8), mRNA 

/cdss=(244,1122) 
4759041 solute carrier family 22 (organic anion 

transporter), member 6 (SLC22A6), 

mRNA /cds=(0, 1652) 
47581 05 peptidyl-prolyl isomerase G (cyctophilin 

G) (PPIG), mRNA /cds=(1 57,2421) 

4758873 transmembrane 9 superfamily member 
2 (TM9SF2), mRNA /cds=(1 33,21 24) 

4758669 teupaxtn (LPXN), mRNA 

/cds=(93,1253) 
4759277 prp28, U5 snRNP 1 00 kd protein (U5- 

100K), mRNA/cds=(39,2601) 
4758523 mitogen-activated protein kinase 
kinase kinase kinase 4 (MAP4K4), 
mRNA/cds=(79,3576) 
eukaryotic translation initiation factor 2- 
alpha kinase 3 (OF2AK3), mRNA 
/cds=(72,3419) 

RAS protein activator like 2 (RASAL2), 
mRNA /cds=(1 25,3544) 
allograft inflammatory factor 1 (AIF1), 
transcript variant 2, mRNA 
/cds=(453 l 851) . 

basement membrane-induced gene 
(ICB-1), mRNA/cds=(128 l 982) 
high-mobility group (nonhistone 
chromosomal) protein 1 (HMG1), 
mRNA/cds=(52,699) 
clathrin, heavy polypeptide (He) 
(CLTC),mRNA/cds=(172,5199) 
LPS-induced TNF-alpha factor (PIG7), 
ftlRNA/cds=(233,919) 
serine palmitoyltransferase, long chain 
base subunit 2 (SPTLC2), mRNA 
^$=(188,1876) 

RNA polymerase I subunit (RPA40), 
mRNA/cds=(22,1050) 
zinc finger protein 254 (ZNF254), 
mRNA /cds=(1 34,1 195) 
H2A hlstone family, member Y 
(H2AFY), mRNA /cds=<1 73, 1238) 
brain and reproductive organ- 
expressed (TNFRSF1A modulator) 
(BRE), mRNA/cds=(146,1297) 
splicing factor (CC1.3) (CC1.3), mRNA 
/cds=(l49,1723) 
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ACTTATTTCCATGTTTCTGAATCTTCT 

TTGTTTCAAATGGTGCTGCATGT 

ATGCCCGGCCTGGGATG CTGTTTGG 

AGACGGAATAAATGTTTTCTCATTC 

TACTCTAAACCTGTTATTTCTGTGCTA 

ATAAACGAGATGCAGAACCCTTG 

TGCAGAGAGATACTAAGCAGCAAAAT 
CTTGGTGTTGTGATGTACAGAAAT 

AGTCTTTGATCTTGAAC CGATACTTTT 
GGATCTCATTGTTGATATACCTG 

TGGAATCAAATAAAATGCTTCCACTA 
CCAAAAGACATTAGAGAAAACCTT 



TGCCGAATACCTTAAAGTAACTAATTA 
TCCTTACACACAAAAGGCTCAGT 

CTTTCCCAGGATCAAGGCCACAGGG 
AGGAAGATTGCACGGGCACTGTTCT 

CTTGTAAACTAGCGCCAAGGAACTGC 
AGCAAATAAACTCCAACTCTGCCC 



TGTGCAGTAGAAACAAAAGTAGGCTA 

CAGTCTGTGCCATGTTGATGTACA 

AGGAGGGTTTAAATAGGGTTCAGAGA 

TCATAGGAATATTAGGAGTTACCT 

TGGTGGAAGTAAAAACTGGTAACTCA 

CTCAAGTGAATGAATGGTCTTGCA 

GCAGGAAAGGGAAACAGACGCGACA 
GCAACAAGAGCACCAGAAGTATATG 

TCGATTCTGTTTCGGATTTTAAGTTTG 
AGAGACTTGCTAATGAATCTCCT 

CCTTCAGAAACACCGTAATTCTAAAT 
AAACCTCTTCCCATACACCTTTCC 

CTGGACAACTTTGAGTACTGAGATCA 
TTGATAAATAAACTG GCTTGTG GT 
CCCAGGGGATTTTTTAAGTAGATGGG 
GGGACACG GTGAACTGGCTGTGTC 
ACTCCAAAATAAATCAAGGCTGCAAT 
GCAGCTGGTGCTGTTCAGATTCCA 

TGAAATCTTAAGTGTCTTATATGTAAT ■ 
CCTGTAGGTTGGTACTTCCCCCA 

T GGGAGTCTTCT CTTTTAGACAGGGG 
Cl I I I TGTTTTTAACCCCAATTGT 
TGACCCAGATATGGAAACAGAAGACA- 
AAATTGTAAGCCAGAGTCAACAAA 

AGGTTTCATCAGGTGGTTAAAGTCGT 
CAAAGTTGTAAGTGACTAACCAAG 
ATGCTGTCAAAGTTACAGTTTACGCA 
GGACATTCTTGCCGTATTCTCATG 

TGTGTGTTTACTAACCCTTCCCTGAG 

GCTTGTGTATGTTGGATATTGTGG 

TCTGTAATCAAATGATTGGTGTCATTT 

TCCCATTTGCCAATGTAGTCTCA 

TGCCCAGCAGCCATCTTAATACATTA 

AACCAGTTTAAAAAATACCTTCCA 

GCCAGAGTTGCCAACCCCCGGCTGG 

ATACCTTGAGCAGAGAAATCTTCCG 

AATCCATTAACACCTGCTCACATCTTA 

CTCAAAATTGTAGAGTTCATAGT 

ATTTG CAATTTG GAATTTGTGTGAGTT 

GATTTAGTAAAATGTTAAACCGC 

AAGTAAAGCCTCAGGAATGCCCACG 

CCTTTCTTCCAAAGCCTTTGTCTCT 

TCAAACAAATGACTTTC ATATTG C AAC 
AATCTTTGTAAGAACCACTCAAA 
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2707 Table 3A Hs.1 19 - NM_004908 4758635 

2708 Table 3A Hs.737 NM_004907 475B313 

2709 Table 3A Hs.288156 NM_004911 4758303 

2710 Table 3A Hs.81964 NM_004922 4758633 



2711 Table 3A 

2712 Table 3A 

2713 Table 3A 

2714 Table 3A 

2715 Table 3A 

2716 literature 

2717 Table 3A 

2718 Table 3A 



2721 Table 3A 

2722 Table 3A 

2723 Table 3A 

2724 Table 3A 

2725 db mining 

2726 literature 

2727 Table 3A 

2728 Table 3A 

2729 Table 3A 

2730 Table 3A 

2731 Table 3A 

2732 literature 

2733 Table 3A 

2734 Table 3A 

2735 literature 



Hs.333417 NM_004930 4826658 

Hs.2299 NMJXM931 
Hs.171872 NM 004941 



Hs.251064 NM_0049S5 

Hs.808 NMJJ04966 

Hs.1 15541 NMJ)Q4972 

Hs.40154 • NM_004973 

Hs. 184050 NM_004985 



4826689 
4826757 
14141150 
13325062 



" Table 8 

Wilms' tumour 1 -associating protein 
(KIAA0105), mRNA/cds=(124,579) 

Homo sapiens, Similar to kinesln family 
member 5B, clone MGC: 15265 
IMAG&4297793, mRNA, complete cds 
/cds={424,l566) 

cDNA; FU21819 Ms, clone HEP01185 
/cds=UNKNOWN 

SEC24 (S. cerevisiae) related gene 
family, member C (SEC24C), mRNA 
/cds=(1 14,3491) 

capping protein (actin filament) muscle 
Z-line, beta (CAPZB), mRNA 
/cds=(0,818) 

CD8 antigen, beta polypeptide 1 (p37) 
(CD8B1), mRNA/cds=(50,682) 

DEAD/H (Asp-Glu-A!a-Asp/His) box 
polypeptide 8 (RNA helicase) (DDX8), 
mRNA/cds=(73,3735) 

high-mobiTrty group (nonhistone 
chromosomal) protein 14 (HMG14), 
mRNA /cds=(1 50,452) 

heterogeneous nuclear 
ribonucleoproteln F (HNRPF), mRNA 
/cds=(323,1570) 

Janus kinase 2 (a protein tyrosine 
kinase) (JAK2), mRNA/cds=(494,3892) 



2719 Table 3A Hs.279946 NMJJ04990 

2720 Table 3A Hs.75103 NMJ>05005 



1 1 8631 51 jumonji (mouse) homolog (JMJ), 

mRNA/cds=(244,3984) 
482681 1 v-KJ-ras2 Kirsten rat sarcoma 2 viral 

oncogene homolog (KRAS2), mRNA 

/cds=(1 92,758) 
1 4043021 methionine-tRNA synthetase (MARS), 

mRNA/cds=(23,2725) 
6274549 tyrosine 3-monooxygenase/tryptophan 

5-monooxygenase activation protein, 

zeta polypeptide (YWHAZ), mRNA 

/cds=(84,821) 



Hs.8248 NMJ10500B 4826855 

Hs.182255 NM_005008 4826859 

Hs.151134 NM_005015 4826879 

Hs.75721 NMJJ05022 4826897 

Hs.1 00724 NMJJ05037- 4826929 

Hs.1 80455 NM_005053 4826963 

Hs.1 80610 NMJJ05066 4826997 

Hs.149923 NMJJ05080 14110394 

Hs.1579 NMJJ05082 4827064 

Hs.82712 NMJJ05087 4826735 

Hs.21595 NM_005088 10835221 

Hs.248197 NMJ105092 4827033 

Hs.75243 NM_005104 12408641 

Hs.95220 NM_005109 4826877 

Hs.241382 NM 005118 4827031 



NADH dehydrogenase (ubiquinone) Fe- 
S protein 1 (75kD) (NADH-coenzyme Q 
reductase) (NDUFS1), mRNA 
/cds=(46,2229) 

non-histone chromosome protein 2 (S. 
cerevisiaeHike 1 (NHP2L1). mRNA 
/cds=(94,480) 

oxidase (cytochrome c) assembly 1-0ke 
(OXA1L), mRNA/cds=(0,1487) 

profilin1.(PFN1), mRNA 
/cds=(127,549) 

peroxisome proliferative activated 
receptor, gamma (PPARG), mRNA 
/cds=(172,160S) 

RAD23 (S. cerevisiae) homolog A 
(RAD23A), mRNA /cds=(36,1 127) 

splicing factor proline/glutamine rich 
(porypyrimidlne tract-binding protein- 
associated) (SFPQ), mRNA 
/cds=(85,2208) 

X-box binding protein 1 (XBP1), mRNA 
/cds=(48,833) 

zinc finger protein 147 (estrogen- 
responsive finger protein) (ZNF147), 
mRNA/cds=(39,1931) 
fragile X mental retardation, autosomal 
homolog 1 (FXR1), mRNA 
/cds=(12.1877) 

DNA segment on chromosome X and Y 
(unique) 155 expressed sequence 
(DXYS155E), mRNA /cds=(1 66,1 323) 
tumor necrosis factor (ligand) 
superfamily, member 18 (TNFSF18), 
mRNA/cds=(0,533) 
bromodomain-containing 2 (BRD2), 
mRNA /cds=(1 701 ,41 06) 
oxkJatrve-stress responsive 1 (OSR1), 
mRNA /cds=(342, 1925) 
tumor necrosis factor (ligand) 
superfamily, member 15 (TNFSF15), 
mRNA /cds=(1 1 23,1647) 



PCT/US01/47856 



GGGGAATGTGTTCCTTCATTGTATTT 
GGG CCTTTTGTATTGCACTCTTGA 
TTGTTTACCTTTCGTGCGGTGGATTC 
TTTTTAACTCCGTCTACCTGGCGT 



GGGGTTTGTGCTATACACTGGGATGT 
CTAATTGCAG CAATAAAGCCTTTC 
ACCTG GGATGCCCCTGCTCTGGACC 
TCTCATTTCTCTTCATTGGTTTATT 

AGCCTGCTTCTGCCACACCTCGCTCT 
CAGTCTCTCCACATTTCCATAGAG 

AAGTTTCTCAGCTCCCATTTCTACTCT 
CCCATGGCTTCATGCTTCTTTCA 
GAGCTACTGTGCTCATCTAAAGTGTT 
TGCCCCACTTCCCACCCCGTCTCC 

ATGTTAAGATTTG TGTACAAATTG AAA 
TGTCTGTACTGATCCTCAACCAA 

TCTGTTGATAGCTGGAGAACTTTAGT 
TTCAAGTACTACATTGTGAAAGCA 

TGAGGGGTTTCAGAATTTTGCATTGC- 
AGTCATAGAAGAGATTTATTTCCT 

CCTTGGGAG GGAGACTTCATGTGGTT 
TATTGCGAG 1 1 1 1 1 1 GTTTACTTT 
GTATGTTAATGCCAGTCACCAGCAGG 
CTATTTCAAGGTCAGAAGTAATGA 

GCCCCTAAAGGCAAGAAGAAAAAGTA 
AAAGACCTTGGCTCATAGAAAGTC 
AGTGAAATATGTTACAGAACATGCAC 
TTGCCCTAATAAAAAATCAGTGAA 



TGCAGATGCTCTTAAAAGCATTGATA 
ACCTTTGTGACGAACATAAAGAGA 



GCTAGTTCATGTGTTCTCCATTCTTGT 
GAGCATCCTAATAAATCTGTTCC 

AACCCTCCCAATATCCCTAGCAGCAG 

CAGCAAACCAAAGTCAAAGTATCC 

CACCTCCCCCTACCCATATCCCTCCC 

GTGTGTGGTTGGAAAACTTTTGTT 

GAGTCCTGAGCCACTGCCAACATTTC 

CCTTCTTCCAGTTGCACTATTCTG 

CCCCACCCCAGAACAGAACCGTGTC 
TCTGATAAAG GTTTTG AAGTGAATA 
CCCATTTCTTGTTTTTAAAAGACCAAC 
AAATCTCAAGCCCTATAAATGGC 



AGTGTAGCTTCTGAAAGGTGCTTTCT 
CCATTTATTTAAAACTACCCATGC 
GAGTGCCCGATTCCTCTTAGAGAAAA 
TCCATAGC CTTCAGATCTTGGTGT 

ACTTTGACACCTACTGTGTTATAAAAT 
ATATCATCAGATGTG CCTTG AGA 

AGCTGTAACGTTCG CGTTAGGAAAGA 
TGGTGTTTATTCCAGTTTGCAT7T 

TGATATTC AACTCTGAG CATC AG GTT 
CTAAAAAATAATACATACTGGGGT 

GTCA TCTC CCCATTTGGTCCCCTGGA 

CTGTCTTTGTTGATTCTAACTTGT 

GAGAATAATGATGTACCAATAAGTGG 

AGATTCCTCCTTATGATGTATGCT 

ACAAGACAGACTCCACTCAAAATTTA 

TATGAACACCACTAGATACTTCCT 
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Table 3A 


Hs.11861 


NMJJ05121 
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Table 3A 


Hs.3382 


NMJ)05134 


2738 


Table 3A 


Hs.75981 


NMJM5151 


2739 


Table 3A 


Hs.152818 


NM_005154 


2740 


Table 3A 


Hs.89399 


NM_005176 


2741 


Table 3A 


Hs.431 


NM_005180 


2742 


Table 3A 


Hs.838 


NM 005191 


2743 


Table 3A 


Hs.247824 


NM_005214 


2744 


literature 


Hs.211567 


NMJ50521 5 


2745 


literature 


. Hs.34789 


NMJJ05216 


2748 


literature 


Hs.89296 


NM_005236 


2747 


Table 3A 


Hs.129953 


NMJJ05243 


2748 


Table 3A 


Hs.1422 


NM_005248 


2749 


Table 3A 


Hs.79022 


NMJJ05281 


2750 


Table 3A 


Hs.73172 


NMJJ05263 


2751 


Table 3A ■ 


Hs.237519 


NM_005271 


2752 


Table 3A 


Hs.239891 


NM_005301 


2753 


Table 3A 


Hs.289101 


NM_005313 


2754 


Iriprahrm 


Hs 89578 


NM 005316 


2755 


literature 


Hs.1 36857 


NMJ)05320 


2756 


Table 3A 


HS. 14601 


NM_005335 


2757 


Table 3A 


Hs 139R34 

IIS. 1 OZ.OOH 


-NM (505337 


2758 


Table 3A 


HS.193989 


NM_005345 


2759 


Table 3A 


Hs.274402 


NMJJ05346 


2760 


Table 3A 

1 CIJJ JC* *J/\ 


Hs 7RQDBS 


NM 005348 


2761 


Table 3A 


HS.1765 


NM_005356 


2762 


Table 3A 


Hs.1765 


NMJJ05356 


2763 


db mining 


Hs.75862 


NM_005359 


2764 


Table 3A 


Hs.297939 


NM_005385 


2765 


literature 


Hs.301862 


NM_005395 



Table 8 

4827043 thyroid hormone receptor-associated 

protein, 240 kDa subunit (TRAP240), 

mRNA/cds=<77,6601) 
4826933 protein phosphatase 4, regulatory 

subunit 1 (PPP4R1), mRNA 

/cds=(93,2894) 
4827049 ublquitin specific protease 14 (tRNA- 

guanine transglycosylase) (USP14). 

mRNA/cds=(91,1575) 
4827053 ublquitin specific protease 8 (USP8), 

mRNA/cds=(317,3B73) 
6671590 ATP synthase, H+ transporting, 

mitochondrial F0 complex, subunit c 

(subunit 9), isoform 2 (ATP5G2), mRNA 

/ctfs=(59,484) 
4885094 murine leukemia viral (bmM ) 

oncogene homolog (BMI1), mRNA 

/cds=(479,1459) 
48851 22 CD80 antigen (CD28 antigen figand 1 , 

B7-1 antigen) (CD80), mRNA 

/cds={375,1241) 
4885166 cytotoxic T-lymphocyte-assodated 

protein 4 (CTLA4), mRNA/cds=(0,671) 

4885174 deleted in colorectal carcinoma (DCC), 

mRNA/cds=(0,4343) 
4885176 dotichyl-diphosphooiigosaocharide- 

protein gtycosyltransferase (DDOST), 

mRNA /cds=(0,1 370) 
4865216 excision repair crass-comptementing 

rodent repair deficiency, 

complementation group 4 (ERCC4), 

mRNA/cds=(0,2750) 
4885224 Ewing sarcoma breakpoint region 1 

(EWSR1), transcript variant EWS, 

mRNA/cds=(43,2013) 
4885234 Gardner-Rasheed feline sarcoma viral 

(v-fgr) oncogene homolog (FGR), 

mRNA/cds=(147,1736) 
4885262 GTP-binding protein overexpressed in 

skeletal muscle (GEM), mRNA 

/cds=(213,1103) 
4885266 growth factor independent 1 (GFI1), 

- mRNA /cds=(267,1 535) 
4885280 yz35c09.s1 cDNA, 3' end 

/clone=IMAGE:285040 /clonejend=3' 
4885320 G protein-coupled receptor 35 

(GPR35), mRNA/cds=(0.929) 
4885358 glucose regulated protein, 58kD 

(GRP58), mRNA/cds=(0,1517) 
4865364 Homo sapiens, genera! transcription 

factor HH, polypeptide 1 (62kD subunit), 

clone MGC:8323 1MAGEI2819217, 

mRNA, complete cds /cds=(169,1815) 

4885376 Hi histone family, member 3 (H1 F3), 
mRNA/cds=(0,665) 

4885404 hematopoietic cell-specific Lyn 
substrate 1 (HCLS1), mRNA ■ 
/cds=<42 t 1502) 

4885410 hematopoietic protein 1 (HEM1), 
mRNA /cds={1 582,3423) 

5579469 TAR DNA binding protein fTARDBP), 
mRNA/cds=(8B,1332) 

5579470 heat shock 70kD protein 1 B (HSPA1 B), 
mRNA /cds=(1 52,2077) 

1 31 291 49 heat shock 90kD protein 1 , alpha 
<HSPCA),mRNA/cds=(60,2258) . 
4885448 rymphocyte-specific protein tyrosine 
kinase (LCK), mRNA /cds=(51 ,1580) 

4885448 lymphocyte-specific protein tyrosine 
kinase (LCK), mRNA /cds- (51, 15 80) 

4885458 MAD (mothers against 

decapentaptegtc, Drosophila) homolog 

4 (MADH4), mRNA /cds=(1 28,1786) 
6831099 cathepsin B (CTSB), mRNA 

/cds=(1 77,1 195) 
4885552 postmeiotic segregation increased 2- 

iike 9 (PMS2L9), mRNA /cds=(0 t 794) 
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1 TCCATACCATTGTGTGTGGAGGATTT 
ACAGCTAAGCTGTAGTTGCAGAGT 

1 AC^CTTTTGATTGTTTTCTAGATGTCT 
AC C AATAAATG C AATTTGTGAC C 

1 ACTGTAC AATTTCTGAAGATG GTTATT 
AACACTGTGCTGTTAAG CATCCA 

1 TCAGTCCTTTCTTAGGGAAATGACAG 
GGCAAAGCAATTTTTCTGTTGGCT 

1 AGTACAAGGCCCGAAGGGTAGTGAT 
GGTGCTAAACTCAACATGGATTTGG 



1 CC C CAGTCTGCAAAAGAAG CAC AATT 
CT ATTGCTTTGTCTTGCTT ATAGT 

1 CTTCTTTTGCCATGTTTCCATTCTGCC 
ATCTTGAATTGTCTTGTCAGCCA 

1 GGGTCTATGTGAAAATGCCCCCAACA 
GAG C CAGAATGTGAAAAG C AATTT 

1 CCTTCTTTCACAGG CATCAG GAATTG 
TCAAATGATGATTATGAGTTCCCT 

1 CATCTTCAGCATCGTCTTCTTGCACA 
TGAAGGAGAAGGAGAAGTCCGACT 

1 GGGAATGCTGCAAATGCCAAACAGCT 
TTATGATTTCATTCACACCTCTTT 



1 TTAAAAATG GTTGTTTAAGACTTTAAC 
AATGGGAACCCCTTGTGAGCATG 

1 GGGAGAAGTTTGCAGAGCACTTCCC 
ACCTCTCTGAATAGTGTGTATGTGT 

1 TGGTTGACCCTTGTATGTCACAGCTC 
TGCTCTATTTATTATTATTTTGCA 

1 TGG GAAGGAAGGCTCTGTCTTCAACT 

CTTTGACCCTCCATGTGTACCATA 
1 GCATGGCTTAACCTGGTGATAAAAGC 

AGTTATTAAAAGTCTACGTTTTCC 
1 CTCCCCGTGCTAAGGCCCACAAAAG 

CCAGGACTCTCTGTGCGTGACCCTC 
1 AATTCAAGAAGAAAAACCCAAGAAGA 

AGAAGAAG G CACAG GAGGATCTCT 
1 TCCCAGAG CTGATGCTATTGTACTTG 

CACATTGGAGACTGAAAGGAAAGA 



1 GGGGAAGCCGAAGGTTACAAAGGCA 
AAGAAGGCAGCTCCGAAGAAAAAGT 

1 TCCCTGAA GAAATATCTGTGAACCTT 
CTTTCTGTTCAGTCCTAAAATTCG 

1 CCTCTC CGACCTTCATCACTATTCTTA 

GGATAATGCTGGCGGGCAGAGAT 
1 ACTG C CATCTTACGACTATTTCTTCTT 

TTTAATACACTTAACTCAGGCCA 
1 AGG GTGTTTC GTTCC CTTTAAATGAA 

TCAACACTGCCACCTTCTGTACGA 
1 GACCCTACTGCTGATGATACCAGTGC 

TGCTGTAACTGAAGAAATGCCACC 
1 CATTTCCTGAGACCACCAGAGAGAG 

GGGAGAAGCCTGGGATTGACAGAAG 

1 CATTTCCTGAGACCACCAGAGAGAG 
GGGAGAAGCCTGGGATTGACAGAAG 

1 G CTAAGAAGCCTATAAGAG GAATTTC 
TTTTC CTTCATTC ATAGGGAAAGG 

1 A CTGA CAGAGTGAACTACAGAAATAG 
CTTTTCTTCCTAAAGGGGATTGTT 

1 CAGACAATGGATGTGGGGTAGAAGA 
AGAAAACTTTGAAG G CTTAATCTCT 
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literature 
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NMJJ05409 


2768 


Table 3A 
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literature 


Hs.129727 


NMJJ05431 
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literature 


Hs.99742 


NMJW5432 
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literature 


Hs.75238 


NMJJ05441 
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Hs.301704 


NMJJ05442 
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Hs.1 69487 


NM.005461 
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Hs.170311 


NM_005463 


2775 


ntprcrtiirr* 
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Hs.24284 


MM Q05484 


2776 


literature 


HS.271742 


NMJJ05485 
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NMJJ05507 
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literature 


Hs.184926 


NM.005508 
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Hs.77961 


NM_005514 
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NM_005517 
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Hs.245710 


NMJJ05520 
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NM_005534 
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HS.1 55939 


NM_005541 
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Hs.56205 


NMJ305542 
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Hs.211576 


NMJJ05546 
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NM 005556 


2788 


Table 3A 

I at/IB vfi 


Hs 81915 


NM 005563 


2789 


Table 3A 


Hs.2488 ' 


NM_005565 


2790 


Table 3A 


HS.314760 


NMJ)05566 


2791 


db mining 


Hs.1 53863 


NMJW5585 


2792 


literature 


Hs.20555 


NMJM355 90 
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Hs.158164 


NM_005594 
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Table 3A 


Hs.18069 


NM_005606 



Table 8 

4885568 v-ral simian leukemia viral oncogene 

homolog A (ras related) (RALA), mRNA 

/cds=(0,629) 
1 47901 45 small inducible cytokine subfamily B 

(Cys-X-Cys), member 11 (SCYB11), 

mRNA/cds=(93,377) 
4885614 signal transducer and activator of 

transcription 2, 113kD (STAT2), mRNA 

/cds=(57,26l2) 
4885656 X-ray repair complementing defective 

repair in Chinese hamster cells 2 

(XRCC2), mRNA/cds=(86,928) 
1 2408644 X-ray repair complementing defective 

repair in Chinese hamster celts 3 

(XRCC3), mRNA /cds=(353,1 393) 
48851 04 chromatin assembly factor 1 , subunlt B 

(p60) (CHAF1B), mRNA/cds={62,1741) 

1 1 321 608 eomesodermin (Xenopus laevis) 

homolog (EOMES), mRNA 

/cds=(0,2060) 
4885446 Kreisler (mouse) maf-related leucine 

zipper homolog (KRML), mRNA 

/cds=(73,1044) 
141 10410 heterogeneous nuclear 

ribonucteoprotein D-like (HNRPDL), 

transcript variant 1 , mRNA 

/cds=(580,1842) 

1 1496991 AD P-ribosyl transferase (NAD+; 
pofy(ADP-ribose) polymeraseHike 2 
(ADPRTL2), mRNA /cds=(149,1 753) 

1 1496992 ADP-ribosyltransferase (NAD+; poly 
(AD P-ribose) polymerase)-like 3 
(ADPRTL3), mRNA tods=(246 i 1847) 

5031634 cofflin 1 (non-muscle) (CFL1), mRNA 

/cds=(51,551) 
5031 626 chemokine (C-C motif) receptor 4 

(CCR4), mRNA/cds=(182,1264) 
5031 742 major histocompatibility complex, class 

I, B (HLA-B), mRNA/cds^O.1088) 

5031 748 hypothetical protein MGC5629 

(MGC5629), mRNA/cds=(285,539) 
5031752 heterogeneous nuclear 

ribonucleoprotein H1 (H) (HNRPH1), 

mRNA/cds=(72,1421) 
5031 782 Interferon gamma receptor 2 (interferon 

gamma transducer 1) (IFNGR2), mRNA 

/cds=(648,1661) 
5031784 Interieukin 12 receptor, beta 1 

(IL12RB1), mRNA/cds=(64,2052) 

5031798 Inositol polyphosphate-5-phosphatase t 
145kD (INPP5D), mRNA 
/cds=(140 ( 3708) 
insulin induced gene 1 (INSIG1), 
mRNA/cds=(414,1247) 
IL2-inducible T-cell kinase (TTK), 
mRNA /cds=(2021 ,3883) 
keratin 7 (KRT7), mRNA 
/cds=(56,1465) 

stathmin 1/oncoprotein 18 (STMN1), 
mRNA /cds=(91 ,540) 
lymphocyte cytosolic protein 2 (SH2 
domain-containing leukocyte protein of 
76kD) (LCP2), mRNA /cds=(207,1 808) 

5031856 HOA7-1-F8 cDNA 

5031898 SmadS mRNA, complete cds 

/cds=(936,2428) 
5031 920 meiotic recombination (S. cerevisiae) 

11 homolog A (MRE1 1A), mRNA 

/cds=(170,2298) 
5031 930 transporter 1 , ATP-binding cassette, 

sub-family B (MDR/TAP) (TAP1), 

mRNA/cds=(30,245B) 
5031 990 Homo sapiens, protease, cysteine, 1 

(legumaln), done MGC:15832 

IMAGE:3507728, mRNA, complete cds 

/cds=(1 124,2425) 
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1 AAAAGAAGAGGAAAAGTTTAGCCAAG 
AGAATCAGAGAAAGATGCTG CATT 

1 AGTG CACATATTTCATAACCAAATTAG 
CAG CACCGGTCTTAATTTGATGT 

1 TAGACCT C 1 1 1 1 1 CTTACCAGTCTCCT 
CCCCTACTCTGCCCCCTAAGCTG 

1 AGCACAGTAAAAGTAAAGACTATTCT 
GTTTCTAGGCTGTTGAATCAAAGT 

1 CATGGGCACAGTGGTGACCCCCTTG 
ATTCCCACCGTACAACCCCCTCCAC 

1 CGTTATCCAGTGTGAAAATCAGTGAG 
TCCTCCCTGGCATCCTCGTGAAAG 

1 GCTGAAGAGTATAGTAAAGACACCTC 
AAAAGGCATGGGAGGGTATTATGC 

1 TTCAGACTGGTTTCTG 1 1 1 1 1 i GGTTA 
TTAAAATG GTTTCCTATTTTGCT 

1 TTTATGATTAGGTGACGAGTTGACAT 
TGAGATTGTCCTTTTCCCCTGATC 



1 CCCCAACCAGGTCCGTATGCGGTAC 
CTTTTAAAG GTTCAGTTTAATTTCC 

1 TCCTG CAAGGCTGGACTGTGATCTTC 
AATCATCCTGCCCATCTCTGGTAC 

1 GGTCACGGCTACTCATGGAAGCAGG 
ACCAGTAAGGGACCTTCGATTAAAA 
1 CCTTCTAACCTGAACTGATGGGTTTC 

TCCAGAGG GAATTGCAGAGTACTG 
1 ATGTGTAGGAGGAAGAGTTCAGGTG 
■ GAAAAGGAGGGAGCTACTCTCAGGC 

1 AACGATTGTCTG CCCATGTCCTGCCT 
GAAATACC ATGATTGTTTATG G AA 

1 TTCCTTTTAGGTATATTGCGCTAAGT 
GAAACTTGTCAAATAAATCCTCCT 

1 GTCTTGACTTTGGCAAATGAGCCGGA 
GCCCCTTGGGCAGGTCACACAACC 

1 GATACAGAGTTGTCCTTGGAGGATGG 
AGACAGGTGCAAGGCCAAGATGTG 

1 TCCCATGATGGAAGTCTGCGTAACCA 
ATAAATTGTG CCTTTCTC A CTCAA 

1 TCTACATGTCTTGGGGGCGGGCTCA 

AATTCTTC GAAAGTG GTTG G ATTAA 
1 ACCTGTTATCCTTTGTAGAGCACACA 

GAGTTAAAAGTTGAATATAGCAAT 
1 TGAGCTTCTCCAGCAGTGCGGGTCC 

TGGGCTCCTGAAGGCTTATTCCATC 
, 1 GCATGTCCTCATCCTTTCCTGCCATA 

AAA GCTATGAC ACGAG AATCAGAA 
1 ACCCCTCCCCATGAACACAAGGGTTT 

TATCCTTTCCTTTAAAAACAGTGT 



1 TGCAACCAACTATCCAAGTGTTATAC 
CAACTAAAACCCCCAATAAACCTT 

1 ATGCCCAGACAAAAAGCTAATACCAG 
TCACTCGATAATAAAGTATTCGCA 

1 TGGCACTGAGAAACATGCAAGATACA 
GGAAAAATGAAAATGTTACAAGCT 

1 TCTCAAAG GAGTAACTGCAGCTTGGT 
TTGAAATTTGTACTGTTTCTATCA 

1 GTCAACCTTTGTGAGAAGCC GTATCC 
ACTTCACAG GATAAAATTGTCCAT 
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13518023 
7382491 
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Table 8 

5032056 S100 calcium-binding protein A11 

(calgizzarin) (S100A11), mRNA 

/cds=(1 20,437) 
5032082 syndecan binding protein (syntenin) 

(SDCBP). mRNA /cds=(148,1044) 
5032088 splicing factor, arginine/serine-rich 4 

(SFRS4), mRNA/cds=(47,1531) 
5032090 serum/glucocorticoid regulated kinase 

(SGK), mRNA/cds=(42,1337) 
14717408 TATA box binding protein (TBP)- 

associated factor, RNA polymerase II, 

F, 55kD (TAF2F), mRNA 

/cds=(740,1789) 
50321 68 telomeric repeat binding factor 2 

(TERF2), mRNA/cds=(124.1626) 
50321 76 TGFB inducible earty growth response 

(TJEG), m RNA /cds={ 1 23, 1 565) 

50321 88 tumor protein p53-blnding protein, 1 

(TP53BP1), mRNA/cds=(173,6091) 
50321 92 TN F receptor-associated factor 1 

(TRAF1), mRNA/cds=(75 f 1325) 
5032220 voltage-dependent anion channel 3 

(VDAC3), mRNA/cds=(99,950) 
5031 824 zinc finger protein homologous to 

Zfp103 in mouse (ZFP103), mRNA 

/cds=(922,2979) 
1 3027652 PAK-interacting exchange factor beta 

(P85SPR), mRNA/cds=(473,2413) 
5031956 polyglulamine binding protein 1 

(PQBP1), mRNA /cds=(257,1 054) 
5031 592 actin related protein 2/3 complex, 

subunit 5 (16 kD) (ARPC5), mRNA 

/Cds=(24,479) 
5031596 actin related protein 2/3 complex, 

subunit 3 (21 kD) (ARPC3), mRNA 

/cds=(25,561) 
7262289 HS278330 cDNA /clone=2.49-{CEPH) 

5031 570 ARP2 (actirwelated protein 2, yeast) 

homolog (ACTR2), mRNA 

/cds=(74,1258) 
5031 986 peptidyiprolyl isomerase F (cydophilin 

F) (PPIF). mRNA ^=(83,706) 

5031 598 actin related protein 2/3 complex, 

subunit 2 (34 kD) (ARPC2), mRNA 

/cds=(84,986) 
5032016 RadSO (Rad50) mRNA, complete cds 

/cds=(388,4326) 
6382080 RAS guanyl releasing protein 1 

(calcium and DAG-regulated) 

(RASGRP1), mRNA /cds={1 03,2498) 
503 1 972 protein disulfide isomerase-related 

protein (P5), mRNA/cds=(94,1416) 
10047078 accessory proteins BAP31/BAP29 

(DXS1357E), mRNA /cds=(136,876) 
1 0047078 accessory proteins BAP31/BAP29 

(DXS1357E), mRNA/cds=(136 ( 876) 
5031976 pre-B-cell colony-enhancing factor 

(PBEF), mRNA /cds=(27,1 502) 
5032034 retinol dehydrogenase homolog 

(RDHL), mRNA /cds=(7,978) 
5032032 RNA binding motif protein 6 (RBM6), - 

mRNA/cds=(133,3S04) 
5032030 RNA binding motif protein 5 (RBM5), 

mRNA/cds=(148,2595) 
5031 91 8 M-phase phospho protein 6 

(MPHOSPH6), mRNA/cds=(32.514) 
50321 90 tumor protein p53-binding protein 

(TP53BPL), mRNA/cds=(540,2987) 
6563384 protein kinase C, nu (PRKCN), mRNA 

/CdS=(555,3227) 
5032140 T cell activation, increased late 

expression (TACTILE), mRNA 

/Cds=(928,2637) 
50321 30 syntaxfn 6 (STX6), mRNA /cds=(0,767) 

5031622 RAS guanyl releasing protein 2 
(calcium and DAG-regulated) 
(RASGRP2), mRNA/cds=(253,2082) 



PCTAJS01/47856 



ATCTCCACAGCCCACCCATCCCCTGA 
GCACACTAACCACCTCATGCAGGC 

TTTCCTGACTCCTCCTTGCAAACAAA 

ATGATAGTTGACACTTTATCCTGA 

CCTGCAGTAACCCATAGGAAATAAAC 

TGTAGAGTTCCATATTCTGCGGCC 

TAGAAAGGGTTTTTATGGACCAATGC 

CCCAGTTGTCAGTCAGAGCCGTTG 

TGTGATGACGTGAGATCAATAAGAAG 

AACCTAGTCTAGAGACAATGATGC 



GTGCTTGCTGTCTCTCCCGGACACCC 
TTAAAGACTGTCTTTTTAGCAAAA 
AACATTGTTTTTGTATATTG G GTGTAG 
ATTTCTGACATCAAAACTTGGAC 

TGTGTAACTG GATTC CTTG CATG GAT 
CTTGTATATAGTTTTATTTGCTGA 
CAGGAC CTCCAAGCCACTGAGCAAT 
GTATAAC CC CAAAG G GAATTC AAAA 
GATCTGACCCACCAGTTTGTACATCA 
CGTCCTGGATGTCCCACACCATTT 
ACAATCTCTGTCCAGCACCTCTTGGT 
TAAATAATGTATGCTGTGAGACAT 

TGCGTCTTGTGAAATTGTGTAGAGTG 
TTTGTGAGC 1 1 1 1 IGTTCCCTCAT 
CTTCGGCCTCCCTG G CCCTGGGTTA 
AAATAAAAGCTTTCTGGTGATCCTG 
TGAGCTTGTGCTTAGTATTTACATTG 
GATGCCAGTTTTGTAATCACTGAC 

ATTTGAAATTTTCTGCAGCATTAAAGC 
TG G C G CTTAATAAG AATAAGTAA 

TCGCATTCTGTTTCTTGCTTTAAAAGA 
AGAGTAAAG ACAAGAGTGTTG G A 
CCTGCCAGTGTCAGAAAATCCTATTT 
ATGAATC CTGTCGGTATTCCTTG G 

CTGTCAGCCAAGGTGCCTGAAACGAT 
ACGTGTGCCCACTCCACTGTCACA 

G AAG CGGCTGGCAACTGAAG GCTGG 
AACACTTG CTACTG GATAATCGTAG 

TCGATCAGTGCTCAGAGATTGTGAAA 
TGCAGTGTTAGCTCCCTGGGATTC 
AGGACAAATCTTGTTGTATTAACAGC 
AGGGTCACTTCTCATTTTCTTTGC 

AGTCGTATTCTGTCACATAATATTTTG 

AAGAAAACTTGGCTGTCGAAACA 

AGGAGGGTGGGTGGAACAGGTGGAC 

TGGAGTTTCTCTTGAGGGCAATAAA 

AGGAGGGTGGGTGGAACAGGTGGAC 

TGGAGTTTCTCTTGAGGGCAATAAA 

TGCACCTCAAGATTTTAAGGAGATAA 

TGTTTTTAGAG AGAATTTCTG CTT 

GCTTATG GTCCCCAGCATTTAC AGTA 

ACTTGTGAATGTTAAGTATCATCT 

CTTGTTTTGTTTGTCTCTCCTTTTCTT 

TTGTTACTGTrCTTGCTGCTAGA 

TTTTG GAAGATTTTCAGTCTAGTTGC 

CAAATCTGGCTCCTTTACAAAAGA 

TCAAGAATAAAAATGCCTCTCCAGCC 

TTAAGTATTTACATGCTCCCAGGT 

TCTGGAAATGTGTTATAAG CTAGGAG 

AATCCCTTTGGACAGTCTTTATTT 

ATTTCCTATCACCATACTTTTCCATGT 

GAAAACCTGAGCCTATTTCTAGT 

TGGCTGTTGCTTTGCTTCATGTGTAT 

GGCTATTTGTATTTAACAAGACTT 

ATAGCCATCCTCTTTGCAGTCCTGTT 
GGTTGTGCTCATCCTCTTCCTAGT 
AGG G CCAGGGCTGGTGTCCCTAAGG 
TTGTACAGACTCTTGTGAATATTTG 
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Hs.23964 NM.005B70 

Hs.22960 NM_Q05B72 

Hs.21756 NMJJ05875 

Hs.21189 • NMJW5880 



Table 8 

14141 188 heterogeneous nuclear 

ribonucleoprotein R (HNRPR), mRNA 

/cds=(90,1991) 
50321 1 8 Ser/Arg-related nuclear matrix protein 

(plenty of prolines 101-like) (SRM160), 

mRNA/cds=(5,2467) 
5032006 purine-rich element binding protein A 

(PURA), mRNA /cds=(59, 1 027) 



12056471 
5031652 
5031710 
7549807 



Hs.277721 NM_005899 14110374 



2837 db mining Hs.82483 NM_005901 5174510 

2838 db mining Hs^88261 NMJJ05902 5174512 



Hs.100602 NMJJ05904 5174516 

Hs.75375 NMJJ05917 5174538 

Hs.32353 NMJ105922 5803087 

Hs.68583 NM_005932 5174566 

Hs.211581 NMJJ05955 5174588 

Hs.78103 NM_005969 5174612 

Hs.48029 NMJ305985 5174686 

Hs.12570 NM_005993 8400735 

Hs.1708 NMJJ05998 5174726 

Hs.3712 NMJJ06003 5174742 

Hs.73818 NM_006004 5174744 

Hs.3776 NMJJ06007 5174754 

Hs.272897 NM_006009 5174732 

Hs.75412 NM_006010 5174392 

Hs.43910 NM_006016 5174406 

Hs.137555 NMJJ06018 5174460 

Hs.46465 NMJW6019 5174620 

Hs.54418 NMJW6020 5174384 

Hs.43628 NMJW6021 5174494 



sln3-assoctated polypeptide, 18kD 
(SAP18), mRNA/cds=(573,1034) 
breast carcinoma amplified sequence 2 
(BCAS2), mRNA /cds=(48, 725) 
translation factor suh homolog (GC20), 
mRNA /cds=(241 ,582) 
DnaJ (Hsp40) homolog, subfamily A, 
member 2 (DNAJA2), mRNA 
/cds={52,1290) 

membrane component, chromosome 
17, surface marker 2 (ovarian 
carcinoma antigen CA125) (M17S2). 
transcript variant 2, mRNA 
/cds=(459,3359) 
MAD (mothers against 
decapentaplegic, Drosophila) homolog 
2 (MADH2), mRNA/cds=(55,1458) 
cDNA: FU23037 Ms, clone LNG02036, 
highly similar to HSU68019 mad protein 
homolog (hMAD-3) mRNA 
/cds=UNKNOWN • 
MAD (mothers against 
decapentaplegic Drosophila) homolog 
7 (MADH7), mRNA /cds=(295,1 575) 
malate dehydrogenase 1, NAD 
(soluble) (MDH1), mRNA 
/cds=(55,1059) 

mitogen-actlvated protein kinase 
kinase kinase 4 (MAP3K4), transcript 
variant 1, mRNA /cds=(142 t 4965) 
mitochondrial Intermediate peptidase 
(MIPEP), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(74,22l5) 

metal-regulatory transcription factor 1 
(MTF1), mRNA/cds=(83,2344) 
nucleosome assembly protein 1-fike 4 
(NAP1L4), mRNA/cds=(149,1276) 
snail 1 (drosophila homolog), zinc 
finger protein (SNAI1), mRNA 
/cds={61 ,855) 

tubulin-specific chaperone d.(TBCD), 
mRNA /cds=(109,3687) 
chaperonin containing TCP1, subunit 3 
(gamma) (CCT3), mRNA /cds=(0, 1634) 

ubiquinol-cytochrome c reductase, 
Rieske iron-sulfur polypeptide 1 
(UQCRFS1), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(90,914) 

ubiquinol-cytochrome c reductase 
hinge protein (UQCRH), mRNA 
/cds=(36,311) 

zinc finger protein 216 (ZNF216), 

mRNA /cds=(28B,929) 

Tubulin, alpha, brain-specific (TUBA3), 

mRNA/cds=(0,1355) 

arginine-rich, mutated in early stage 

tumors (ARMET), mRNA 

/cds=(132,836) 

CD164 antigen, sialomucin (CD164), 

mRNA /cds=(79,648) 

putative chemokine receptor; GTP- 

bindlng protein (HM74), mRNA 

/cds=(60,1223) 

T-cell, immune regulator 1 (TCIRG1), 

mRNA /cds=(57,2546) 

alkylation repair; alkB homolog (ABH), 

mRNA /cds=(223,l 122) 

deleted in lymphocytic leukemia, 2 

(DLEU2), mRNA/cds=(240,494) 



PCT/US01/47856 



1 GCCGTGACAATTTGTTCTTTGATGTG 
ATTGTATTTC CAATTTCTTGTTCA 

1 TGGTATATACAACTTTCAGAGCCTCT 
TGTATTTGGAAGGCTGGAAGG GCC 

1 GCTACTGCAGGGTGAGGAAGAAGGG 
GAAGAAGATTGATCAAACAGAATGA 

1 TGTTTCAAGCCCTTCTGTAAAATATGA 

AGAAAAGTCTCTTAGCATTCTGT 
1 TTCTAAACACATTCTTGATCACCAAAC 

AACTTCAGAAAGACAGTGACTGT 
1 ATCTTTGTGAGCAATTATGCTCCCAA 

ATCTAAG CAAGTAATAAAGAAG G G 
1 TGTAAAGTTTGTACAATTTGTCCTGAA 

GCTTTGTGTTTGGCTGCACCTGC 

1 ACAGTATAACTCCTGAATGCTACTTA 
AATAAACCAG GATTCAAACTG C AA 



AGAAGCAGATTTTCCTGTAGAAAAAC 
TAATTTTTCTGCCTTTTAC CAAAA 

GAG CTTGCTCCAGATTCTGATG CATA 
CGGCTATATTGGTTTATGTAGTCA 



ATGGGTGTTATCACCTAGCTGAATGT 
TTTTCTAAAGGAGTTTATGTTCCA 

ACGTGCTTCTTGGTACAGGTTTGTGA 
ATGACAGTTTATCGTCATGCTGTT 

TGTTGTTGTTGGCAAGCTGCAGGTTT 
GTAATGCAAAAGGCTGATTACTGA 

TCATTGTTCGCTTCTGTAATTCTGAAA 
AACTTTAAACTGGTAGAACTTGG 



CCAGTGCTGTTTGGTGGTCTGCCTTC 
I 1 1 1 1 AATGGTATTTTCTTCCTCA 
GCCCCACCATTCATCCTGTCTGAAGG 
TCCTGGGTTTGGTGTGACCGCTTG 
CCGACAGGTGGGCCTGGGAG GAAAA 
TGTTTACATTTTTAAAG G CACACTG 

GGGGTGGACG CCTCTGCCTTCACTT 
GAAC ACAAATGTG CTTCCTATAAAA 
GGCAGCCCCCAGTCCCTTTCTGTCC 
CAG CTCAGTTTTC CAAAAGACACTG 

CTGTTAAGCACTGTTATG CTCAGTC A 
TACACGCGAAAGGTACAATGTCTT 



ATG GGTTTGGCTTGAGG CTG GTAGCT 
TCTATGTAATTCGCAATGATTCCA 

TTCAGTTTTGCTTTCAATTTTATGTAC 

CTTAGTTCTGAGTTAGACCTGCA 

AAGGATTATGAGGAGGTTGGTGTGCA 

TTCTGTTGAAG GAGAG G GTGAG G A 

TCCCTTCCTTCTGTTGCTGGTGTACT 

CTAGGACTTCAAAGTGTGTCTGGG 

AGTTCATTAAAAACTGCAAAACCAAT 
CTGTATCATGTACCAAACTGACTT 
TGCACGTTCCTCCTGGTTCCTTCGCT 
TGTGTTTCTGTACTTACCAAAAAT 

TGCCAGACCTCCTTCCTGACCTCTGA 
GG CAG GAGAG GAATAAAGACGGTC 
AGTCCCAAGGGTGTTTTGTTACTGTT 
TTCTC C ATGAATAAACTC ACTTGA 
ATTAATGTCATTTCTG GAAGTGTGAA 
AATGTTAATGTTCAACAAG CAACA 
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Table 8 

5174422 D123 gene product (D123),mRNA 

/cds=(280,1290) 
5174622 protease, serine, 22 (P1 1), mRNA 

/cds=(1 54,1 263) 
5174448 H1 hlstone family, member X (H1 FX), 

mRNA /cds=(101, 742) 
5174482 ubiquitination factor E4B (homologous 

to yeast UFD2) (UBE4B), mRNA 

51 74654 receptor tyrosine kinase-llke orphan 

receptor 1 (ROR1), mRNA 

/cds=(375,3188) 
5174500 zinc finger protein, subfamily 1 A, 1 

(Ikaros) (ZNFN1A1), mRNA 

/cds=(168 l 1727) 
5174698 stimulated trans-acting factor (50 kDa) 

(STAF50), 

11038650 IK cytokine, down-regulator of H LA II 

(IK), mRNA /cds=(1 11,1 784) 
5174474 interferon-stimulated transcription 

factor 3, gamma (48kD) (1SGF3G), 

mRNA/cds=(34,1215) 
51 74446 guanine nucleotide binding protein (G 

protein), beta polypeptide 2-like 1 

(GNB2L1), mRNA/cds=(95,1048) 
8659558 chromosome 21 open reading frame 4 

(C21orf4), mRNA /cds=(1 58,634) 
545361 0 CD28 antigen (Tp44) (CD28), mRNA 

/cds=(222,884) 
5453689 heat shock 40kD protein 1 (HSPF1), 

mRNA/cds=(40.1062) 
5453709 UM and SH3 protein 1 (LASP1), 

mRNA/cds=(75,860) 
5453723 r/mphoid-restricted membrane protein 

(LRMP), mRNA /cds=(574,2241) 

5453759 neural precursor cell expressed, 
developmental^ down-regulated 8 
(NEDD8), mRNA/cds=(99,344) 

5453765 net (chicken)-like 2 (NELL2), mRNA 
/Cds={96,2546) 

5453771 transcription factor (NF-ATc/B) mRNA, 
complete cds /cds=^69,2846) 

5453773 nucJear factor (erythrokJ-derived 2), 

45kD (NFE2), mRNA /cds=(273, 1394) 

5453775 nuclear factor (erythrold-derived 2)-like 
2 (NFE2L2), mRNA /cds=(39,1808) 

5453777 nuclear factor related to kappa B 

binding protein (NFRKB), mRNA 

/Cds=(2220,5216) 
5453791 nucleolar protein 1 (120kD) (NOLI), 

' mRNA/cds=(0,2567) 
5453821 nuclear receptor subfamily 4, group A, 

member 2 (NR4A2), mRNA 

/cds=(317,2113) 
5453829 origin recognition complex, subunit 2 

(yeast homolog)-like (ORC2L), mRNA 

/cds=(1B6,1919) 
14141164 poly(rC)-binding protein 1 (PCBP1), 

mRNA/cds=(177,1247) 
5453907 phosphotidyTinositol transfer protein 

(PITPN), mRNA/cds=(216,1028) 
1 1 079650 prepronociceptin (PN OC), mRNA 

/cds=(21 1,741) 
5453925 polymerase (DNA directed), epsilon 

(POLE), mRNA/cds=(44,6904) 
5453949 protein phosphatase 2, regulatory 

subunit B (B56), alpha tsoform 

(PPP2R5A), mRNA /cds=(571 ,2031) 
5453963 protein kinase, AMP-activated, alpha 1 

catalytic subunit (PRKAA1), mRNA 

/cds={23,1675) 
5453971 protein kinase C, eta (PRKCH), mRNA 

/cds=(1 66,2214) 
5453969 proteasome (prosome, macropain) 

activator subunit 1 (PA28 alpha) 

(PSME1), mRNA/cds=(92,841) 
5453993 RAD21 (S. pombe) homolog (RAD21), 

mRNA /cds=(l 84,2079) 



1 GCGGGTGGGCCGAGCAGTGTG GACA 

TCAGCCACTTTTTATATTCATGTAC 
1 CCACTGAGAACTAAATGCTGTACCAC 

AGAGCCGGGTGTGAACTATGGTTT 
1 AAACAATCGCTCCGGGCTCAGGGCT 

GCGCGGCTCTTCCCTTCATTCCATG 
1 TGTCCTCTGTTCAATTCCTAACG CAA 

ACTACAATAAATGGTGACACACGT 

1 AG CACCTAAGGAGCTTGAATCTTGGT ■ 
TCCTGTAAAATTTCAAATTGATGT 

1 ACCAACACTGTCCCAAGGTGAAATGA 
AG CAACAGAGAG GAAATTGTACAT 

1 TGTCAGCCATTTCAATGTCTTGGGAA 
ACAAI 1 1 i I IG 1 1 1 1 1 GTTCTGTT 

1 AGAGCTTGATCGCCAGTGGAAGAAG 
ATTAG TG CAATCATTGAGAAGAG G A 

1 TTTCCCTCTTCCCTGACCTCCCAACT 
CTAAAG CCAAGCACTTTATATTTT 

1 GGCAGGTGACCATTGGCACACGCTA 
GAAGTTTATGGCAGAGCTTTACAAA 

1 CTGTTTGTAGATAGG I I I 1 1 TATCTCT 

CAGTACACATTGCCAAATGGAGT 
1 GCTCACCTATTTGGGTTAAGCATGCC 

AATTTAAAGAGAC C AAGTG TATGT 
1 TAGACTCATTGTAAGTTGCCACTGCC 

AACATGAGACCAAAGTGTGTGACT 
1 CAAACCTTTCTGGCCTGTTATGATTC 

TGAACATTTGACTTGAACCACAAG 
1 GGGAAAGTATAGCATGAAACCAGAG 

GTTCTCAGAATGACCGTAAGATAGC 

1 AGTCCTGTGTGCTTCCCTCTCTTATG 
ACTGTGTCCCTGGTTGTCAATAAA 

1 ATCTTCAGMTCAGTTAG GTTC CTC A 
CTGCAAGAAATAAAATGTCAGGCA 

1 CTTCTGGCACCCCTGGGGTTCAATAC 
TGGAAGTGCCTTATTTAACCAGAC 

1 GGTCTTTAGCCTCCACCTTGTCTAAG 
CTTTGGTCTATAAAGTGCGCTACA 

1 TGATGATATGACATCTGGCTAAAAAG • 
AAATTATTG CAAAACTAAC C ACG A 

1 TCCAAAGCAGTCTCCACTGTTGTTGT 
GACTACAGCTCCGTCTCCTAAACA 

1 ATTGTCACCAG GTTGGAACTCTTG CC 
TCTGTGAGGATGCCTTCTCTACTG 

1 TTTTCTTTGTATATTTCTAGTATGG C A 
CATGATATGAGTCACTGCCTTTT 

1 TGACCTTCATGATACCAGTGAGAAGC 
CAGGCTAGAGAAATAAAATCCTGA 

1 ACGGATTGGTTAAAAAATGCTTCATA 

TTTGAAAAAGCTGGGAATTGCTGT 
1 GTCTCTCTCCATTGTGTTCCGATCCA 

TTTCTGTGTGTTCCCCCAAC CTTT 
1 GCCACTGCCATAACTTGTTTGTAAAA 

GAGCTGTTCTTTTTGACTGATTGT 
1 GAACATTGCCCAGCACTACGGCATGT 

CGTAC CTCCTGGAGACCCTGGAGT 
1 ATCTTCATTG GG G GATTGAGC AG C AT 

TTAATAAAGTCTATGTTTGTATTT 

1 TTATAACCGAG GGCTGGCGTTTTGGA 
ATCGAATTTCGACAGGGATTGGAA 

1 TTCCCAGCATCAGCCTTAGAACAAGA 
ACCTTACCTTCAAGGAGCAAGTGA 

1 CCAGATTTTCCCCAAACTTGCTTCTG 
TTGAGATTTTTCCCTCACCTTGCC 

1 AACCAAGGAGTTTTCCCCGTTTGTAA 
AAAGACATTGTAGATAATTGAATG 



419 



WO 02/057414 



PCT/US01/47856 



2891 


Table 3A 


Hs.199179 


NM_006267 
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Hs. 1731 59 


NM_006283 
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Hs.89657 


NMJ>06284 
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Hs. 11 6481 


NMJJ01782 
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Hs.18420 


NMJ306289 
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Hs.211600 


NM_D06290 
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Hs.101382 


NMJ306291 
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Hs. 11 8910 


NMJJ06292 
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Hs.131255 


NMJJ05294 
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Hs.279841 


NMJJ18062 


2901 


literature 


Hs.98493 


NM_006297 
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Hs.293007 


NM_006310 
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Hs.287994 


NM_0Q6312 
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Hs.10842 


NM_006325 


2905 


db mining 


Hs.12540 


NM_006330 


2906 


literature 


Hs.19400 


NNL006341 


2907 


Table 3A 


Hs.104019 


NM_006342 
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Hs.43913 


NM_006346 
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HS.15B196 


NMJ)06354 
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Hs.307099 


NM_006356 
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Hs.69469 


NM_006360 
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Hs.173497 


NM.006363 
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Hs.104125 


NM_006367 
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Hs.79089 


NMJJ06378 
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Hs.279939 


NMJ1Q6389 
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Hs.296585 


NMJJ06392 
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Hs.84153 


NM_008400 
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HS.80261 


NMJJ06403 
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Hs.92384 


NMJKJ6407 



Table 8 

6382078 RAN binding protein 2 (RANBP2), 

mRNA/cds=027,9801) 
5454099 transforming, acidic coiled-coil 

containing protein 1 (TACC1), mRNA 

/Cds=(320,2737) 
54541 05 TATA box binding protein (TBP)- 

assodated factor, RNA polymerase II, 

H, 30kD (TAF2H), mRNA /cds=(17,673) 

4502682 CD72 antigen (CD72), mRNA 

/cds=(108,1187) 
5454129 talin 1 (TLN1), mRNA /cds=(1 26,7751) 

54541 31 tumor necrosis factor, alpha-Induced 

protein 3 (TNFAIP3), mRNA 

/cds=(66,2438) 
54541 33 tumor necrosis factor, alpha-induced 

protein 2 (TNFAIP2), mRNA 

/cds=(131,2095) 
5454139 tumor susceptibility gene 101 

(TSG101), mRNA/cds=(90,1262) 
54541 51 ubiquinol-cytochrome c reductase 

binding protein (UQCRB), mRNA 

/cds={32,367) 
8922359 hypothetical protein FU 10335 

(FU1 0335), mRNA /cds=(33,1 160) 
5454171 X-ray repair complementing defective 

repair in Chinese hamster cells 1 - 

(XRCC1), mRNAfcds=(105,2006) 
5453987 amlnopeptidase puromycin sensitive 

(NPEPPS), mRNA /cds={404,3031) 
5454073 nudear receptor co-repressor 2 

(NCOR2). mRNA /cds=(1 ,7554) 
6042206 RAN, member RAS oncogene family 

(RAN), mRNA /cds=(1 14,764) 
5453721 lysophosphonpasel(LYPLA1),mRNA 

/cds=(35,727) 
600601 9 MAD2 (mitotic arrest deficient, yeast 

homo!og)-like 2 (MAD2L2), mRNA 

/cds=(1 11,746) 
54541 01 transforming, acidic coited-cofl 

containing protein 3 (TACC3), mRNA 

/cds=(1 08,2624) 
5453889 PIBF1 gene product (P1BF1), mRNA 

/cds=(0,2276) 
54541 03 Homo sapiens, Similar to 

transcriptional adaptor 3 (ADA3, yeast 

homologHike (PCAF histone acetylase 

complex), clone MGC:3508 

MAGE:3009860, mRNA, complete cds 

/cds=(557,1666) 
5453558 clone 023e08 My032 protein mRNA, 

complete cds /cds= (46,459) 
5453653 dendritic cell protein (GA1 7), mRNA 

/cds=(51,H75) 
14591 927 Sec23 (S. cerevisiae) homolog B 

(SEC23B), transcript variant 3, mRNA 

/cds=(112,2415) 
10938021 adenylyl cyclase-associated protein 

(CAP), mRNA/cds={62,1489) 
5454049 sema domain, immunoglobulin domain 

(Ig), transmembrane domain (TM) and 

short cytoplasmic domain, (semaphorin) 

4D (SEMA4D), mRNA /cds=(87,2675) 

1 3699861 mitochondrial carrier homolog 1 

(MTCH1), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds=(0,1118) 
5453793 nucleolar protein (KKE/D repeat) 

(NOP56), mRNA /cds=(21 , 1 829) 
1 3259508 dynactin 2 (p50) (DCTN2), mRNA 

/cds=K1 36,1 356) 
5453679 enhancer of filamentation 1 (cas-like 

docking; Crk-assodated substrate 

related) (HEF1), mRNA 

/cds=(163,2667) 
7669496 vitamin A responsive; cytoskeleton 

related (JWA). mRNA /cds=(89,655) 



1 ACCATGTTC7TTCGTTAAAGATTTG CT 
TTATACAAG ATTGTTG CAGTAC C 

1 CACATCTGCTTCCACTGTGTTCCCAC 
GGGTGCCATGAAGTGTGTGAGGAG 

1 CGCACTACTTCACCTGAGCCACCCAA 
CCTAAATGTACTTATCTGTCCCCA 



1 GGGCGGCCCGGAGCCAGCCAGGCA 
GTTTTATTGAAATC I I I 1 1 AAATAAT 

1 CTCTCCAAGAGTATTATTAACGCTGC 
TGTACCTCGATCTGAATCTGCCGG 

1 TCCCTAATAGAAAGCCACCTATTCTTT 
GTTGGATTTCTTCAAG 1 1 1 1 1 CT 

1 AGTACTG CTTTTGTATGTATGTTGAAC 
AGGATCCAGGTTTTT ATAGCTTG 

1 CACTTTCTATCCTCTGTAAACTTTTTG 
TGCTGAATGTTGGGACTGCTAAA 

1 GAAGAATGGGCAAAGAAGTAATCATG 
TAGTTGAAGTCTGTGGATGCAGCT 

1 CAAAGGTTCTTGAGACTCTTGATATTT 
CTGTCTTCTCCTTGTGCTTTCCT 

1 CC GATG GATCTACAGTTGCAATG AGA 
AGCAGAAGTTACTTCCTCACCAGC 

1 TTCCTGCATAACTCAATCTGAACCAA 

GGATTGTAGTTTAGTTTTCCTCCT 
1 GCAGGGTGGTGGTATTCTGTCATTTA 

C AC AC GTCGTTCTAATTAAAAAG C 
1 GCACTTTTTGTTTGAATGTTAGATGCT 

TAGTGTGAAGTTGATACGCAAGC 
1 GCAAGAAATATTCCATTGAAATATTGT 

GCTGTAACATGGGAAAGTGTAAA 
1 GCCAACACTGTCTGTCTCAAATACTG 

TGCTGTGAGTTGTTTCAATAAAGG 

1 GACCTCATCTCCAAGATGGAGAAGAT 
CTGAC CTCCACGGAGCCG CTGTCC 

1 CTTTACTAAAAAAGAAGCACCTGAGT 
GGTCTAAGAAACAAAAGATGAAGA 

1 GCCTGGAAGACTCTGAAGGAGC GTG 
AGAGCATCCTGAAG CTGCTGGATGG 



1 CAGGAGGAAGCTCTGG CCCTTGTATT * 
AC AC ATTCTG GACATTAAAAATAA 

1 GCCTTTTGAGTCTTTCCGATACCTGA 
GTTTTTATG CTTATAATTTTTGTT 

1 TTAAG CTGAGGATAC AACCAGGAAAT 
GCAAC G GTGTCAG ATTGTGTTC AA 

1 TCTACCCATTTCCTGAGG CCTGTGGA 
AATAAACCTTTATGTA CTTAAAGT 

1 AGCAATAAACTCTGGATGTTTGTGCG 
CGTGTGTGGACAGTCTTATCTTCC 



1 AGCTGTTGATGCTGGTTGGACAGGTT 
TGAGTCAAATTGTACTTTGCTCCA 



1 AGGTGACATTTCCCACCCTGTGCCCG 
TGTTCCCAATAAAAACAAATTCAC 

1 CTGTGGCTGACTGTAATACTGTACAA 
CTGTTTCTGACCATTAAATGCTGT 

1 ACATATGCAGACCTGACACTCAAGAG 
TGGCTAGCTACACAGAGTCCATCT 



1 TGACTTCACAGACATGGTCTAGAATC 
TGTACCCTTACCCACATATGAAGA 
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Hs.82316 


NM__0O6417 


5453743 


2923 


db mining 


Hs.100431 


NMJW6419 


5453576 
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Hs.94631 


NMJD06421 


6715588 
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Hs.108809 


NMJJ06429 


5453606 
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Hs.119529 


NMJ)06432 


5453677 
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Hs.174195 


NMJ)06435 


10835237 
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Hs.77225 


NM_006437 


11496990 
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Hs.1 18131 


NMJJ06441 


5453745 
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HS.340268 


NM_006461 


5453631 
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Hs.233938 


NMJ306471 


5453739 


2932 


Table 3A 


HS.179526 


NMJW6472 


5454161 


2933 


Table 3A 


Hs.5509 


NM_006495 


5729817 


2934 


literature 


Hs. 155573 


NM_006502 


5729981 


2935 


db mining 


Hs.858 


NM 006509 


5730006 
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Hs.4888 


NMJ506513 


5730028 
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HS. 155040 


NM_00S526 


5730123 


2938 
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Hs.251636 


NMJW6537 


5730109 


2939 
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Hs.86088 


NM_006546 


5729881 


2940 


Table 3A 


Hs.119537 


NM_006559 


5730026 


2941 


Table 3A 


Hs.59106 


nm_oo6568 


5729764 


2942 


db mining 


Hs.270737 


NM_006573 


5730096 


2943 
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Hs.4069 


NM_006582 


13435376 


2944 


Table 3A 


Hs.12820 


NM_006590 


5730024 


2945 


literature 


Hs.241517 


NM_006596 


5729983 


2946 


Table 3A 


Hs.180414 


NMJ)06597 


5729876 


2947 


Table 3A 


Hs.154672 


NM_0Q6636 


13699869 



Table 8 



clone MGC:12256 IMAGE:3B27681, 
mRNA, complete cds /cds=(294.1 1 00) 

solute carrier family 35 (CMP-sialic 
acid transporter), member 1 
(SLC35A1), mRNA/cds=(27,1040) 

interferon-induced, hepatitis O 
associated mfcrotubular aggregate 
protein (44kD) (MTAP44), mRNA 
/cds=(0,1334) 

small inducible cytokine B subfamily 
(Cys-X-Cys motiO, member 13 (B-cefl 
chemoattractant) (SCYB13), mRNA 
/cds=(90.419) 

brefeldin A-lnhibited guanine nucleotide- 
exchange protein 1 (BK31), mRNA 
/cds=(141,5690) 

chaperonin containing TCP1 , subunit 7 
(eta) (CCT7), mRNA /cds=(68, 1699) 
epididymal secretory protein (1 9.5kD) 
(HE1), mRNA/cds=(10,465) 
interferon induced transmembrane 
protein 2 (1-8D) (IFITM2), mRNA 
/cds=(279,677) 

ADP-ribosyf transferase (NAD+; poly 
(ADP-ribose) polymerase)-nke 1 
(ADPRTL1), mRNA/cds=(1Q6,52B0) 
5,10-methenyltetranydrofotate 
synthetase (5-formyltetrahydrofolate 
cycto-iigase) (MTHFS), mRNA 
/cds=(1 3,624) 
qy37e05.x1 cDNA, 3' end 
/clone=lMAGE:2014208 /c!one_end=3' 

myosin, light polypeptide, regulatory, 
non-sarcomeric (20kD) (MLCB), mRNA 
/cds=(1 14,629) 

upregulated by 1,25-dihydroxyvitamin D- 
3 (VDUP1), mRNA /cds=(221,1396) 

ecotroplc viral integration site 2B 
(EV12B), mRNA/cdsKO.1346) 

polymerase (DNA directed), eta 
(POLH), mRNA/cds=(237,2378) 

v-rel avian reticutoendotheltosis viral 
oncogene homotog B (nuclear factor of 
kappa light polypeptide gene enhancer 
in B-cells 3) (RELB), mRNA 
/cds=(144,1883) 

seryl-tRNA synthetase (SARS), mRNA 
/cds=(75.1619) 

zinc finger protein 217 (ZNF217), 
mRNA/cds=(271,3417) 
ubiquitin specific protease 3 (USP3), 
mRNA /cds=(93,1 658) 
IGF-II mRNA-binding protein 1 (IMP-1), 
mRNA/cds=(9.1742) 
GAP-associated tyrosine 
phosphoproteln p62 (Sam68) (SAM68), 
mRNA/cds=(106,1437) 
cell growth regulatory with ring finger 
domain (CGR19), mRNA 
/cds=(27,1025) 
tumor necrosis factor (Hgand) 
superfamily. member 13b (TNFSF13B), 
mRNA/cds=(0.857) 
glucocorticoid modulatory element 
binding protein 1 (GMEB1), transcript 
variant 1 , mRNA /cds=(1 38,1 859) 
SnRNP assembly defective 1 homolog 
(SAD1), mRNA fcds=(492.1466) 



complete cds /cds=(0,8l74) 
heat shock 70kD protein 8 (HSPA8), 
mRNA/cds=(83,2023) 
methylene tetrahydrofolate 
dehydrogenase (NAD+ dependent), 
methenyl tetrahydrofolate cyclohydrolase 
(MTHFD2), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(76.1110) 



PCT/US01/47856 



CCCAGTCTCTGTCAGCACTCCCTTCT 
TCCCTTTTATAGTTCATCAGCCAC 



TGACTGAGTACCCC7TTAGTGAGTAC 
CCCTTTAGTGCTATATTTGTGCCA 

TGCCTTTTGAGCAAATAGGGAATCTA 
AGGGAGGAAATTATCAACTGTGCA 



GCGGGGCCGGGGGGACTCTGGTATC 
TAATTCTTTAATGATTCCTATAAAT 



1 ACAACTTTCTGTACAATATTGATTCCC 
ATCTGGCATATTCTAATCAGGTT 

1 TTTTACAAGGAAGG GGTAGTAATTGG 
CCCACTCTCTTCTTACTGGAGGCT 

1 AAC AAC ATTAACTTGTG G C CTCTTTCT 
ACACCTGGAAATTTACTCTTGAA 

1 ACAGCCGAGTCCTG CATCAGCCCTTT 
ATCCTCACACGCTTTTCTACAATG 

1 GTCAAGGCTAAGTCAAATGAAACTGA 
ATTTTAAACTTTTTGCATGCTTCT 

1 AAACGACATGAAGGTAGATGAAGTCC 
TTTACGAAGACTCGTC AACAG CTT 



1 C CCAATACCAAGACCAACTGGCATAG 
AGCCAACTGAGATAAATGCTATTT 

1 GGGTCTATACAGAGTCAATATATTTTT 
TCAGAGAAAGTTAGTTCGGCTCG 

1 CCAGAAAGTGTGGGCTGAAGATGGT 

TGGTTTCATGTGGGGGTATTATGTA 
1 TCCAACCTTGAGATCCAGTGTCAGGA 

GTTCTCTATTCCTCCCAACTCTGA 
1 TGG C ACAGAAAAG G GAC C AAGTTTAA 

AAAAGGGTTTTAAATGTAATGAGA 
1 GGGGTAGGTTGGTTGTTCAGAGTCTT 

CCCAATAAAGATGAGTTTTTGAGC 



1 TGGG CATAGGGACCCATCATTGATGA 

CTGATGAAACCATGTAATAAAGCA 
1 ATTTTCCTACAGCCCTTTGTACTTCAA 

AATATGTTTTTGTGTCCATCAGT 
1 TCAGCACTAACTAAATAAATTTGTTGG 

TTCAGTTGTACTTGTCCTGCAAA 
1 AGAGGGTGGATCACAC CTCAGTGGG 

AAGAAAAATAAAATTTCCTTCAGGT 
1 TGTGTAAGTCTGCCTAAATAGGTAGC 

TTAAACTTATGTCAAAATGTCTGC 

1 TCCTTTCTG CTTAGTGAATGAATACT 
GGAATCCATCTGTGTTGATACAAT 

1 GCAATACCAAGAGAAAATGCACAAAT 
ATCACTGGATGGAGATGTCACATT 

1 TGG GGATCTCAGGGCCAGGAGTTAT 
GTTTTGATTTGGAATTTTAATTATT 

1 CCAGTAACTTCGCTCTGTTAGAGGTG 
GAGGATTTTCCTATGTTCCCCCCA 

1 TGCTGAAAAGATTGTACTTTGTGATC 
CCAATCAGAGGGATGGAG CTAATC 

1 TCAGACTGCTGAGAAGGAAGAATTTG 
AACATCAACAGAAAGAGCTGGAGA 

1 TGGGCAG CTTGGGTAAGTACGC AAC 
TTACTTTTCC AC CAAAGAACTGTC A 
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2954 Table 3A 

2955 Table 3A 

2956 Table 3A 

2957 Table 3A 

2958 Table 3A 
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2960 Table 3A 
2981 Table 3A 

2962 Table 3A 

2983 Table 3A 

2964 Table 3A 

2965 Table 3A 



2966 Table 3A 
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2968 Table 3A 

2969 Table 3A 

2970 Table 3A 

2971 Table 3A 
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2973 Table 3A 
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HS.36927 NM_006644 5729878 

Hs. 1 845 NM J)06674 5729965 

Hs.76807 NM_006696 5730052 

Hs.5300 NM 006698 5729737 

Hs.75207 NM_006708 5729841 

Hs.74861 NM_008713 5729987 

Hs.195471 NM 006732 5803016 



Hs.75367 
Hs.77837 
Hs.75462 
Hs.100555 

Hs.143604 

Hs.33085 

Hs.4943 



NM_006748 
NM_006759 
NMJJ06763 
NMJJ06773 

NM_006777 
NMJJ08784 
NM_006787 



5803170 
13027637 

5802987 
13787205 

10048402 
5803220 
10863906 



heat shock 105kD (HSP105B), mRNA 
/cds=(31 3,2757) 

MHC class I region ORF (P5-1), mRNA 
/cds={304,735) 

major histocompatibility complex, class 
II, DR alpha (HLA-DRA), mRNA 
/cds=(26,790) 

bladder cancer associated protein 
(BLCAP), mRNA/cds=(254.517) 

glyoxalase I (GL01), mRNA 
/cds=(87,641) 

activated RNA polymerase II 
transcription cofactor 4 (PC4), mRNA 
/cds=(0.383) 

6-phosphofructo-2-kinase/fructose-2,6- 
biphosphatase 3 (PFKFB3), mRNA 
/cds=(1 14,1676) 
Src-Jike-adapter (SLA), mRNA 
/cds=(41,871) 

UDP-glucose pyrophosphorylase 2 
(UGP2), mRNA /cds=(84, 1610) 

BTG family, member 2 (BTG2), mRNA 
/cds=(71,547) 

DEAD/H (Asp-GIu-Ala-Asp/His) box 
polypeptide 18 (Myc-regulated) 
(DDX18), mRNA /cds=(71 ,2083) 

Kaiso (ZNF-kalso), mRNA 
/cds=(0,2018) 

WD repeat domain 3 (WDR3), mRNA 
/cds=(47 l 2878) 

hepatocellular carcinoma associated 
protein; breast cancer associated gene 
1 (JCL-1), mRNA/cds=(69,1889) 



Hs.6353 NMJ)08791 

Hs.88764 NM_006800 

Hs.77897 NMJ)06802 

Hs.272168 NM 006811 



5803101 MORF-related gene 15 (MRG15), 

mRNA/cds=(131,1102) 
5803103 male-specific lethal-3 (DrosophilaHike 

1 (MSL3L1), mRNA /cds=(105,1670) 

58031 66 splicing factor 3a, subunit 3, 60kD 
(SF3A3), mRNA/cds=(8,1513) 

58031 92 DNA sequence from clone RP1 - 

179M20 on chromosome 20 Contains a 
3* end of a novel gene similar to cellular 
retinaldehyde-binding protein, theTDEI 
gene (T umour differentially expressed 
1), the PKIG gene encoding protein 
kinase (cAMP-dependent, catalytic) 
inhibitor gamma, the 3' end of the ADA 
gene encoding adenosine deaminase, 2 
CpG islands, ESTs, STSs and GSSs 
/cds=K69,1490) 



Hs.75969 NM 008813 5802981 



Hs.75841 NMJ>06817 
Hs.75612 NM 006819 



proline-rich protein with nuclear 
targeting signal (B4-2), mRNA 
/Cds={1 13,1 096) 
13124889 chromosome 12 open reading frame 8 

(Cl2orf8), mRNA /cds=(1 1,796) 
5803180 stress-induced-phosphoprotein 1 
(Hsp70/Hsp90-organizing protein) 
(STIP1), mRNA/cds=(62,1693) 
Hs.75470 NM„006820 5803026 hypothefica! protein, expressed in 

osteoblast (GS3686), mRNA 
/cds=(241,1482) 

Hs.74405 NMJ)06826 5803228 tyrosine 3-monooxygenase/tryptophan 

5-monooxygenase activation protein, 
theta polypeptide (YWHAQ), mRNA 
/cds={1 00,837) 



Hs.15591 NM 006833 



Hs.79933 NM.006835 
Hs.278613 NM_006837 
Hs.78504 NM 006839 



5803095 COP9 subunit 6 (MOV34 homotog, 34 
. kD) (MOV34-34KD), mRNA 
/cds=(43,938) 
5802991 cyclin I (CCNI), mRNA /cds=(0,1 133) 



5803045 



interferon, alpha-inducible protein 27 
(IF127), mRNA/cds={54,422) 
5803114 inner membrane protein, mitochondrial 
(mitofilin) (IMMT), mRNA 
/cds=(92 f 2368) 

Hs.75916 NM_006842 5803154 splicing factor 3b, subunit 2, 145kD 

(SF3B2), mRNA/cds=(48,2666) 

422 



TGTGAAAGTGTGGAATGGAAGAAATG 

TCGATCCTGTTGTAACTGATTGTG 

CTAATTTCAGTG CTTGTGCTTGGTTG 

TTCAGGGCCATTTCAGGTTTGGGT 

AGCTAGCAGATCGTAGCTAGTTTGTA 

TTGTCTTGTCAATTGTACAGACTT 

ATGGGCCAGGCAGAGAACAGAACTG 
GAGGCAGTCCATCTAGGGAATGGGA 

GTTTCCTTTTTGGGTGAAATGGATTTA 
TGTGAGTGCTTTAAACAAATAGC 
GAAC AATG GAG CCAGCTGAAG GAAC 
AGATTTCTGACATAGATGACG CAGT 

CGTCCCCTCTCCCCTTGGTTCTGCAC 
TGTTGCCAATAAAAAGCTCTTAAA 

GAGCACCCAGAGGGAI 1 1 I ICAGTG 
G GAAG CATTACACTTTGCTAAATCA 
AGCACAGATGGTGCAATACTTTCCTT 
CTTTGAAGAG ATCC CAAAGTTAGT 
TGGAAGAATGTACAGCTTATGGACAA 
ATGTACACC 1 1 1 1 1 GTTACTTTAA 
TTTTG GAGCAAAAACTATGGGTTGTA 
ATTTGAATAAAGTGTCACTAAGCA 

TTC AG CAG G AAAATGATTCAATTTTTA 
AACAAAATGTAACAGATGGCAGT 
AAGTAGCCAAGCTAAGATGCCTGGCT 
GGGCTTCTGAGGAATTAATACACT 
CTGACCGCCACTCTCACATTTGG GCT 
CTTCG CTGGCCTTGGTGGAG CTGG 



TGCATTGTGTAGCTAG7TTTCTGGAA 
AAGTCAATCTTTTAGGAATTGTTT 
ACAGCTATACTTTGTTGTGTAATGTTA 
TGGTTCCCTTTCTGTAAAATGTT 

GACAGGATCCCCCAGAGACCCCATTT 
GCCTCTCAACACTCAGACCTTCAA 
TTTGGTTTAAAATGTAAGATAG GAAAA 
TGTTGGATATTTGAGGCCATGCT 



1 AATCTACATTTTCTTACCAGGAGCAG 
CATTGAGGI 1 1 1 1 GAGCATAGTAC 

1 ACTAACCCACGATTCTGAG CCCTGAG 
TATGCCTGGACATTGATGCTAACA 

1 TTATTCTGCGTCCCCTTCTCCAATAAA 
ACAAGCCAGTTG GGCGTGGTTAT 

1 TCCTTCCCACTCTCTCCAACATCACA 
TTCACTTTAAATTTTTCTGTATAT 

1 AGTCCCAAAAAAGCCTTGTGAAAATG 
TTATGCCCTATGTAACAGCAGAGT 



AGGGGAGGGCACTACACTTCCTTGA 
GAGAAAC CG CTGTCATTAATAAAAG 

AGGCTGTAGAAGGAAATATACCTTAA 
C AG G CTGATTTG GAGTGACCCAGA 
ACCAGTTACCCAAAATCTGATTAGAA 
GTATAAGGTGCTCTGAAGTGTCCT 
TGAG GCTTGTGAGGCCAATCAAAATA 
ATGTTTGTGATCTCTACTACTGTT 

CAGTTCCCAAGGACTTGTCATTTCAT 
GTTCTTATTTTAGACCTGTTTTGT 
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2997 literature 
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3002 literature 
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3005 Table 3A 

3006 Table 3A 



Hs.1 05928 NM_00S847 5803063 

Hs.315463 NMJ)06850 5803085 

Hs.64639 NM_006851 5803150 

Hs.1 13277 NM_006865 5803061 

Hs.82143 NM 006874 6857815 



Hs.80205 NM_006875 

Hs.177530 NM_006686 

Hs.177656 NM_006888 

Hs.155410 NM_006899 

Hs.1 18684 NMJ)06923 

Hs.166975 NMJ>0692fc 

Hs.7594 NM_006931 

Hs.1 801 39 NMJJ06937 

HS.86948 NMJXJ5938 

Hs.237825 NM_006947 

Hs.108642 NM_006963 

Hs.1 67741 NMJJ06994 

Hs.225951 NMJJ06999 

Hs.97932 NMJJ07015 

Hs.93502 NMJ)07020 



Hs.149443 

Hs.41693 

Hs.87497 

Hs.1 69963 

Hs.164170 

Hs.21907 

Hs.37181 



NM_007022 
NMJ307034 
NM_007047 
NMJ)07049 
NM_007063 
NMJJ07067 
NMJ>07068 



5803124 
5901895 



Table 8 

leukocyte immunoglobulin-like 
receptor, subfamily B (with TM and ITIM 
domains), member 3 (ULRB3), mRNA 
/cds=(49,1944) 
interleukin 24 (IL24), mRNA 
/Cds=(274,894) 

glioma palhogenesis-related protein 
(RTVP1), mRNA /cds=(1 28,928) 
leukocyte immunoglobulin-like 
receptor, subfamily A (without TM 
domain), member 3 (LILRA3), mRNA 
^$=(62,1381) 
E74-like factor 2 (ets domain 
transcription factor) (ELF2), mRNA 
/cds=(121,1722) 
pim-2 oncogene (PIM2), mRNA 
/cds=(185,1189) 
ATP synthase, H+ transporting, 
mitochondrial F1 complex, epsilon 
subunlt (ATP5E), mRNA /cds=(9 1,246) 



5901 91 1 calmodulin 1 (phosphorylase kinase, 
delta) (CALM1), mRNA /cds=(1 99,648) 

5901 981 isoritrate dehydrogenase 3 (NAD+) 

beta 0DH3B), mRNA /cds=(79, 1 236) 
14141194 stromal cell-derived factor 2 (SDF2), 

mRNA/cds=(39,674) 
5902077 splicing factor, arginme/serine-rich 5 

(SFRS5), mRNA/cds=(218,541) 
5902089 solute carrier family 2 (facilitated 
• glucose transporter), member 3 

(SLC2A3), mRNA/cds=(242,1732) 
5902097 SMT3 (suppressor of mif two 3, yeast) 

homolog 2 (SMT3H2), mRNA 

/cds=(90,377) 
59021 01 small nuclear ribonucleoprotein D1 

polypeptide (16kD) (SNRPD1), mRNA 

/cds=(1 50,509) 
59021 23 signal recognition particle 72kD 

(SRP72), mRNA/cds=(0,2015) 

59021 59 Homo sapiens, zinc finger protein 22 
(KOX 15), clone MGC:9735 
IMAGE3852749, mRNA, complete cds 
/cds=(1 33,807) 

6325463 butyrophilin, subfamily 3, member A3 
(BTN3A3), mRNA /cds=<171 ,1925) 

6631 1 1 4 topoisomerase-retated function protein 
4-1 (TOF4), mRNA/cds=(37,1665) 



Hs.109606 NMJJ07074 
Hs.252574 NM.007104 
Hs.29352 NM_007115 



5901931 
5902143 

5901883 
6631084 
5901905 
5921460 
5902153 
5901961 
5901995 

5902133 
6325471 
6005905 



Hs.301819 NM_007145 6005965 



chondromoduiln I precursor (CHM-0. 
mRNA/cds=(0,1004) 
U1-snRNP binding protein homolog 
(70kD) (U1SNRNPBP), transcript 
variant 1, mRNA /cds=(21 3,953) 
putative tumor suppressor (101 F6), 
mRNA/cds=(0,668) 
DnaJ-like heat shock protein 40 
(HU1), mRNA/cds=(176,1189) 
butyrophilin, subfamily 3, member A2 
(BTN3A2), mRNA /cds=(188,1 147) 
butyrophilin, subfamily 2, member A1 
(BTN2A1), mRNA/cds=(210,1793) 
vascular Rab-GAP/TBC-contalning 
(VRP), mRNA/cds=(1117,3810) 
histone acetyltransferase (HBOA), 
mRNA/cds=(42,1877) 
DMC1 (dosage suppressor of mckl , 
yeast homolog) meiosis-spedfic 
homologous recombination (DMC1), 
mRNA/cds=(53,1075) 
coronin, actin-binding protein, 1A 
(COR01 A), mRNA /cds=(100,1485) 
ribosomal protein UOa (RPL1QA), 
mRNA/cds=(15,668) 
tumor necrosis factor, alpha-induced 
protein 6 (TNFAIP6), mRNA 
/cds=(68,901) 

zinc finger protein 146 (ZNF146), 
mRNA/cds=(856,1734) 



PCT/US01/47856 



ACCACTAGAAGATTCCGGGAACGTTG 
GGAGTCACCTGATTCTGCAAAGAT 



GTCAAGCTGACCTTGCTGATGGTGAC 

ATTGCACCTGGATGTACTATCCAA 

ACAGCTCAAGTACCCTAATTTAGTTC 

TTTTG GACTAATACAATTC AG GAA 

GATGACGCTGGGCACAGAGGGTCAG 

GTCCTGTCAAGAGGAGCTGGGTGTC 



AACATCTCTCTTCTCCTTCCCAACTAC 
TGCATGAAGAAATTCTACTTCCA 

TTCCTGCCTGGATTATTTAAAAAGCC 
ATGTGTGGAAACCCACTATTTAAT 
TGCTACATTTCCAAGGTGAAGATGTG 
TGGGCACATGTTATGGCAGATTGA 



ACAACCATCAACATTGCTGTTCAAAG 
AAATTACAGTTTACGTCCATTCCA 

CCCACCCATAGGCCCTGTCCATACCC 

ATGTAAGGTGTTCAATAAAGAACA 

ACTCTTCAG GAG CTTGGCATC ATG GA 

CTGTTAATGTATGTGATTTTCCCC 

GGTCAAGGGTGTCCTCCACTCTTTAA 

CAGCTGCTGGACAGACACATTAGA 

GCAACTTCATGTCAACTTTCTGGCTC 

CTCAAACAGTAGGTTGGCAGTAAG 

CCAAGTGGAGACGGGGATGGGGAAA 
AATACTGATTCTGTGGAAAATACCC 

TGTGTAATGTACCTGTCAGTGCCTCC 
TTTATTAAGGGGTTCTTTGAGAAT 

GCAGGGGCTCCAGCAACAAAAAAGA 
AACAGCAACAGAAAAAGAAGAAAGG 

AGACTCACTTACCCTCTTGGAAAGCT 
GGTACAGAAGGAAGTCTGTGGCTG 



CCTGGTCATTGGTGGATGTTAAACCC 
ATATTCCTTTCAACTGCTGCCTGC 
AATGAATTGGCCTGGCTACCACTGTG 
GTCGCGTGCTACAG GTTTGAC AAA 

TTGATTTGCCATAAGTCTTCCCTTGCT 
TGCATCTTCCAAAGCTATTTCGA 
AGTGAAGTTACAGTGGAAATGAGTGG 
AGGGGGATTGTCTTTCAACGCAGC 

GCTTGGTCATTATGAACCAGGTGAGC 

AATGCCTACCTATACCGCAAGAGG 

AAGGCACTGAAAATATAAAAGGACTG 

GTAGTTTACTGATGTAGATGTGAA 

GCAGAAAAGGGGAACTCATTTAGCTC 

ACGAGTGGTCGAGTGAAGATTGAA 

TATCTTGAGACGC CTTACAAATGATG 

GAGGATTCCAAAGAGTTTTTGTTT 

AAAATGTTGTTGTGTACATACCATGC 

TTTCAATGTTG G CTTC C AAG TTTT 

GGTAGAATGTGCTCTTCTATATCTAC 

TCCTCAATAAAGCATGTTCTCTGC 

C C ACAAGAG GATTTAAG G GAG GAAT 

GTTTATAGGACACACACACAAAAGC 



CTCCAGCAGGGTCAGCCATTCACAC 

CCATCCACTCACCTCCCATTCCCAG 

AAACTGGCAGAATGTCCGGGCCTTAT 

ATATCAAGAGCACCATGGGCAAGC 

AACACACAGTGTTT ATGTTGGAATCT 

TTTGGAACTCCTTTGATCTCACTG 

TGGGAGTGAGGATGGGAATGCTGTA 
TCTGTGGAAGTCATGTTATACTGGA 
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Hs.14963 
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3010 


literature 


Hs .1 46329 


NMJJ07194 
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literature 


Hs.271699 


NM_0Q7195 


3012 


literature 


Hs.251398 


NMJ107205 


3013 


literature 


Hs.79086 


NMJJ07208 


3014 
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Hs. 182825 


NMJJ07209 


3015 
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Hs.151676 


NM_007210 


3016 
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Hs.28866 


NMJJ07217 


3017 
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Hs.28285 


NMJJ07218 


3018 


Table 3A 


Hs.283646 


NM_007220 


3019 


Table 3A 


Hs.94446 


NM_007221 


3020 


literature 


Hs.334876 


NMJ)07248 


3021 


literature 


Hs.78016 


NMJ307254 


3022 


Table 3A 


Hs.10958 


NM_007262 


3023 


db mining 


Hs.10326 


NM_007263 


3024 


Table 3A 


' Hs.8813 


NMJI07269 


3025 


Table 3A 


Hs.8724 


NMJJ07271 


3026 


Table 3A 


Hs.7771 


NMJJ07273 


3027 


Table 3A 


Hs.7719 


NMJJ07278 


3028 


Table 3A 


Ms.1298 


NMJJ07289 


3029 


literature 


Hs.1 94143 


NM_007295 
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Hs.21486 


NM_007315 
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Table 3A 


Hs.3260 


NM_007318 


3032 
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Hs.279611 


NM_007329 
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Hs.74335 


NM_007355 


3034 
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Hs.74085 


NM_007360 


3035 
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Hs.172207 


NM_007363 


3036 


Table 3A 


Hs.1 58135 


NM_011086 


3037 


Table 3A 


Hs.9754 


NM_012068 



Table 8 

6005738 neuroblastoma RAS viral (v-ras) 

oncogene homolog (NRAS), mRNA 

/cds=(253.822) 
6005977 zinc finger protein 258 (ZNF258), 

mRNA /cds=(93,2264) 
6005756 chroma tin-specific transcription 

elongation factor, 140 kDa subunlt 

(FACTP140), mRNA /cds=(291, 3434) 
6005849 protein kinase Chk2 (RA053), mRNA 

/cds=(0,1631) 
6005847 polymerase (DNA directed) iota (POU), 

mRNA/cds=(64,2211) 
600591 7 three prime repair exonucf ease 2 

(TREX2), mRNA/cds=(0.710) 
6005861 mitochondrial ribosomal protein L3 

(MRPL3), mRNA/cds=(76,1122) 
6005859 ribosomal protein L35 (RPL35), mRNA 

/cds=(27.398) 

13124893 UDP-N-acetyl-alpha-D- 

ga)actosamine:polypeptide N- 

acetyigalactosaminyltransferase 6 

(GaJNAc-T6) (GALNT6), mRNA 

/eds=(0,1868) 
6005897 programmed cell death 1 0 (PDCD1 0), 

mRNA/cds=(153,791) 
600591 1 patched related protein translocated in 

renal cancer (TRC8), mRNA 

/cds=(0,1994) 
6005722 carbonic anhydrase VB, mitochondrial 

(CA5B), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds=(137,1090) 
6005831 por/amine-modulated factor 1 (PMF1), 

mRNA /cds=(1 11,608) 
6005752 three prime repair exonuclease 1 

(TREX1), mRNA /cds=(256, 1 1 70) 
6005835 polynucleotide kinase 3'-phosphatase 

(PNKP), mRNA/cds={0,1565) 
6005748 RNA-binding protein regulatory subunit 

(DJ-1), mRNA/cds={20,589) 
6005734 coatomer protein complex, subunit 

epsilon (COPE), mRNA /cds=(42,968) 
6005885 syntaxin binding protein 3 (STXBP3), 

mRNA/cds=(51,1829) 
6005813 serine threonine protein kinase (NDR), 

mRNA/cds=(595.1992) 
6005853 B-cell associated protein (REA), mRNA 

/cds=(9,908) 
6005763 GABA(A) receptor-associated protein 

(GABARAP), mRNA /cds=(1 04,457) 

6042203 membrane metailo-endopeptidase 

(neutral endopeptidase, enkephalinase, 
CALLA, CD10) (MME), transcript 
variant 2b, mRNA /cds=(228,2480) 

6552300 breast cancer 1 , early onset (BRCA1 ), 

transcript variant BRCA1 b, mRNA 

/cds=(397,5988) 
6274551 signal transducer and activator of 

transcription 1, 91kD (STAT1), mRNA 

/cds={1 96,2448) 
7549812 presenilin 1 (Alzheimer disease 3) 

(PSEN1), transcript variant 1-463, 

mRNA /cds=(553 f 1 944) 
6633800 deleted in malignant brain tumors 1 

(DMBT1), transcript variant 2, mRNA 

/cds=(106,7347) 
6680306 heat shock 90kD protein 1 , beta 

(HSPCB), mRNA/cds=(0,2174) 
6679051 DNA segment on chromosome 12 

(unique) 2489 expressed sequence 

(D12S2489E), mRNA /cds=(338,988) 
7657382 non-POU-domain-containing, octamer- 

binding (NONO), mRNA 

/cds=(1 36,1551) 
6755061 mRNA for K1AA0981 protein, partial 

cds/cdsKO.1737) 
1 2597624 activating transcription factor 5 (ATF5), 

mRNA /cds=(31 9,1 167) 



1 TGCTTAGATCACTGCAGCTTCTAGGlA 
CCCG GTTTCTTTTACTGATTTAAA 

1 CTGAACTACCAAATAGCTGTGGGCTT 
TCTGGAACTGCTG GCTGGGTTGCT 

1 GCTCTGTGACTTTAAGAGAAGAAGGG 
GGGAG GGGTC CCGGATTTTATGTT 

1 AGAAATGTCCTTCTTTCACTCTGCAT 

CTTTCTTTTCTTTGAGTCG 1 1 1 1 I 
1 TCCAGATAAAGCAAGAATAGTTGCAA 

GAAGTAAATTCTGGCACAAAGCGT 
1 CCCACAATGGCTTTGATTATGATTTC 

CCCCTGCTGTGTGCCGAGCTGCGG 
1 AAATTACAGAAAC ATGTTAAAG G C C G 

GACAAAGGAAAGACAATAAAATCA 
1 GAAGTACGCGGTCAAGGCCTGAGGG 

GCGCATTGTCAATAAAGCACAGCTG 

1 TCTACAGCCATGTCCTATTCCTTGAT 
CATCCAAAGCACCTGCAGAGTCCA 



1 AATGTAGCTTAATCATAATCTCACACT 
GAAGATTTTGCATCAC7TTTGCT 

1 TGATGATGATGTTCAAAGAGAAAGAA 
ATGGAGTGATTCAGCACACAGGCG 

1 GCCACCAGCCAAGCAACCCCCTAAA 
AGATTGATATCTAGGCAGTATTTTG 



1 GCCTTTACCATGTTCTCTCCACATCC 

GTAAATAAACTTCCTTCACTACAA 
1 CCACACCTGGCGAGTAGGCCAAGAA 

GGAAAATCTGACGAATAAAGACCCC 
1 GGGCTGAGCCCCGCCCAGCTCCCCT 

CCACAATAAACGCTGTTTCTCCTTG 
1 TTTCTCAGCCTACAAATTGTGTCTATA 

CATTTCTAAG CCTTGTTTGCAGA 
1 GAGCCCACCCCCAGCACCCCCATCT 

GTTAATAAATATCTCAACTCCAAAA 
1 TG GAGTG ATTTCACAGTGTGTACTGT 

TTTG C CAC ATACTTCTAAAGAAC A 
1 CCCTTTGGAAATGGTGAAGGAACCAG . 

CCCAATAGAAGTACAGAGCCAGCT 
1 CTCCCTCAAGGCTGGGAGGAGATAA 

ACAC C AACC CAG GAATTCTCAATAA 
1 AGGGACTGAAATTGTGGGGGGAAGG 

TAGGAGGCACATCAATAAAGAGGAA 

1 TGGGGCAAAACCTTGCTAATTTTCTC 
AAAAG CATTTATCATTCTTGTTG C 



1 CCCCC AGTGTGCAAGG GCAGTGAAG 
ACTTGATTGTACAAAATACGTTTTG 

1 AGATGGCGAGAACCTAAGTTTCAGTT 
GATTTTACAATTGAAATGACTAAA 

1 TGTCAGACCTTCTTCCACAGCAAATG 
AGATGTATGCCCAAAGCGGTAGAA 

1 GTTGCAGGGCGAGGTCAAGAGAGTT 
CTGACCTGGATGGCCCATAGACCTG 

1 GACAGCAGGATTGGATGTTGTGTATT 
GTGGTTTATTTTA 1 1 1 ICI iCATT 

1 AGTG CCTTCCCTGCCTGTGGGGGTC 
ATGCTGCCACTTTTAATGGGTCCTC 

1 TTTGGAGTTTTTCTGAAAAATGGAGC 
AGTAATGCAGCATCAACCTATTAA 

1 CAATGGACAAGTATTTCCTAATGGTA 
CCAGACCACTGGACAGGCTTGGGT 

1 GTGTTGGAGAGG GGCTGTGTCTGGG 
TGAG GGATGGCGGGGTACTGATTTT 
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NMJJ12296 
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Table 8 

11496985 complement component C1q receptor 
(C1QR), mRNA /cds=(1 48,21 06) 

6912353 ELL-RELATED RNA POLYMERASE II, 
ELONGATION FACTOR (ELL2), 
mRNA /cds=(0,1 922) 

9961 243 ATP-binding cassette, sub-family B 
(MDR/TAP), member 10 (ABCB10), 
nuclear gene encoding mitochondria! 
protein, mRNA /cds=(43, 2259) 

6912243 xv24a05 jc1 cDNA, 3' end 

/cione=IMAGE2814032 /done_end=3' 

6912299 CGI-02 protein (CGI-02), mRNA 

/cds=K268,2124) 
6912303 chord domain-containing protein 1 

(CHP1), mRNA/cds=(84,1082) 
6912335 cyciin D-type binding-protein 1 

(CCNDBP1), mRNA /cds=(87,1 172) 
1 2056462 coagulation factor VII (-associated 

(intronic transcript) (F8A), mRNA 

/cds=(57,1172) 
691 2355 microtubule-associated protein like 

echinoderm EMAP (EMAP-2), 
7106310 F-box only protein 7 (FBX07), mRNA 

/Cds=(205 l 1773) 
69 1 2387 grancalcin, EF-hand calcium-binding 

protein (GCA), mRNA /cds=(1 19,772) 
691 2351 eukaryotic translation initiation factor 

2C, 1 (EIF2C1), mRNA /cds=<21 3,2786) 

1 1 024697 meningioma expressed antigen 5 

(hyaluronidase) (MGEA5), mRNA 

/cds=(395,3145) 
6912519 mutY(E.cofi) homolog (MUTYH), 

mRNA/cds=(134,1774) 
10092605 PR domain containing 2, with ZNF 

domain (PRDM2), mRNA 

/cds=(855,6014) 
1 3775599 sirtuin (silent mating type information 

regulation 2. S.cerevisiae, homolog) 2 

(SIRT2), transcript variant 1, mRNA 

/Cds={200,1369) 
1 3775598 sirtuin (silent mating type information 

regulation 2, S. cerevisiae, homolog) 1 

(SIRT1). mRNA /cds=(53,2296) 
691 2669 solute carrier family 7 (cationic ammo 

acid transporter, y+ system), member 8 

(SLC7A8). mRNA/cds=(730,2337) 
6912675 SKI-INTERACTING PROTEIN 

(SNW1), mRNA /cds=(27,1637) 
6912743 5'-3' exoribonuclease 2 (XRN2), mRNA 

/cds=(68,2920) 
6912409 HMG-box containing protein 1 (HBP1), 

mRNA/cds=(23,1567) 
71 10660 homolog of yeast SPB1 (JM23), mRNA 

/cds=(300,1289) 
6912447 MORF-relatedgeneX(KIAA0026), 

mRNA /cds=(305,1 171) 
6912719 tousleoMike kinase 1 (TLK1), mRNA 

/Cds=(212,2575) 
6912459 GRB2-associated binding protein 2 

(GAB2), mRNA /cds=(1 60,2076) 
6912481 leucine zipper-EF-hand containing • 

transmembrane protein 1 (LETM1). 

mRNA/cds=(297,2516) 
6912493 microtubule-associated protein, RP/EB 

family, member 1 (MAPRE1), mRNA 

/cds=(64,870) 
1 080041 1 microtubule-associated protein, RP/EB 

family, member 3 (MAPRE3), mRNA 

/cds=(1 53,998) 
6912517 Mitochondrial Acyl-CoA Thioesterase 

(MT-ACT48), mRNA /cds=(147,1 367) 
6912531 GTP-binding protein (NGB), mRNA 

/cds=(23,1924) 
691 2561 origin recognition complex, subunit 3 

(yeast homologHike (ORC3L), mRNA 

/cds=(26,2161) 
691 2581 PEF protein with a long N-terminal 

hydrophobic domain (peflln) (PEF), 

mRNA/cds=(12,866) 
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1 GTGCTTTGAGGGTCAGCCTTTAGGAA 
GGTG CAG CTTTGTTGTCCTTTGAG 

1 GGCTCACATCAAAAGGCTAATAGGTG 
AATTTGACCAACAG CAAG C AG AGT 

1 CAGAAAGCAAACAACACAATTACAAG 
GTTGAATCTGAGGAAAATAATCCT 



1 TCTCTCTGTGTTCTCTGTATTGTACTA 
ACCAACCTCCCAAATCGCTGAGC 

1 C CTG GAATAAAACTCAACATG CAGAT 

TTGCCTACTCATAGGGACTTTGCC 
1 TGCCTCCCTGATGGAAAACTATATAA 

AATTGTAGACTTAAAAGGTTTGTG 
1 TTCATTGTAAAGATGTTGATGGTCTC 

AATAAAATGCTAACTTGCCAGTGA 
1 CGTCCGCACGGTACGTCTTCATGGG 

AGTCATTTTATTCCTTACAGCTTCC 

1 TGGTGTTTGGTTTGGGGTGI I II 1 1 A 

AG 1 1 1 I 1 1 CTTTTATATCATCCAG 
1 CTCCCTGCTCTTGGTTCTCCTCTAGA 

TTGAAGTTTGTTTTCTGATG CTGT 
1 TGAAGACATAGTTCACCTAAAATGGC 

ATCCTGCTCTGAATCT AGACTTTT 
1 CCCTTTGAGATTTGTGTTTGTGTCCT 

GCTTTGAGCTGTACCTTGTCCAGT 

1 TCCTGTAGAAAACGAACTGTAAAAGA 
CCATGCAAGAGGCAAAATAAAACT 

1 C C AGTGACACCTCTGAAAGCC CCCAT 
TCCCTGAGAATCCTGTTGTTAGTA 

1 CCTGGTCAGTGGTGGTCTTCAAGAC 
GACAGCTCTGTATCTGCCATGTGAA 

1 CCCACTTC CCATGCTGGATGGGCAG 
AAGACATTGCTTATTGGAGACAAAT 



1 TTACTGGCATATGTTTTGTAGACTGTT 
TAATGACTGGATATCTTCCTTCA 

1 AATGTAAGGTTGTTTTG GGGGATGGA 
GTTAGAACCTTAATGATAATTTCT 

1 TTTGGAGTGGGCAAAGTAACCTCTTG 

CTTGGTGCAACTATTTGTTTCAAA 
1 GCTTATAAACACATTTGAGGAATAGG 

AGGTCCGGGTTTTCCATAATGGGT 
1 TCTTATCATTGCATACATTTTCTGGAT 

GCTTGAGCCATCAGATATCAGCT 
■ 1 TGCAGTGGGAATTCTTGAGTGAGGTC 

TTACCTCTTCTTTAAACCTCTTCA 
1 TGCATTATTGTGTAGCCACGGTTTTC 

TGGAAAAGTTGATATTTTAGGAAT 
1 ATTACATTGGAAGGGAGCTTTCAAGA 

TGGTAGGATATTGACTAACTGAGC 
1 CATGGTACAGGCTTGGAGCTTGCAG • 

GTCCCTTTCTACTGTGGTGTTGGAG 
1 TGTGCAGGGACAGTTGGCTTCCAGA 

GGTTTCAG CTTTCAGTTATTTG AGA 

1 AATTCCATTTTATTGGGAACCCATTTT 
CCACCTGGTCTTTCTTGACAGGG 

1 AAATAAACTTGTGTGGTAAAAGTACA 
TGCCATGTGTCCCTCAACTGAAAA 

1 TTCAAGACAATTTTAATTGTGAACCTA 
CCATGTTGCCTCCCATCTTCTGA 

1 TTTGTAAGAGCTGGGAGCAAACACGT 
TTATGAGTGTGTCGGAATCCCGTG 

1 CCCAAACAGGCATGTATCAAAACACC 
TGTGGAGTACTTTAGACTCCAACA 

1 TG GGG C CAAAAGTCCAGTGAAATTGT 
AAGCTTCAATAAAAGGATGAAACT 
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Hs.21807 NM 012405 

Hs.79033 NM_012413 

Hs.128501 NM_012415 

Hs.333212 NMJH2417 

Hs.151242 NM_012423 

Hs.334826 NMJH2433 

Hs.159737 NMJ)12444 



Table 8 

905531 5 PR domain containing 4 (PRDM4), 

mRNA /cds=<1 22,2527) 
9257235 glutaminyl-peptide cyclotransferase 

(glutaminyl cyclase) (QPCT), mRNA 

/cds=(11,1098) 
6912621 RAD54, S. cerevisiae, homolog of, B 

(RAD54B), mRNA lcds={Q0^2) 
6912623 retinal degeneration B beta (RDGBB), 

mRNA/cds=(0,998) 
1 4591 905 serine (or cysteine) proteinase inhibitor, 

clade G (C1 inhibitor), member 1 

(SERPING1), mRNA/cds=(60,1562) 



6912653 
6912679 



Hs.244613 NMJM2448 6912687 

Hs.109571 NM.012456 6912707 

Hs.7797 NM_012461 6912715 

Hs.105806 NM_012483 7108345 

Hs.199263 NMJ>13233 7019542 

Hs.283761 NM_013234 10801344 

Hs.13493 NMJ)13236 7106298 

Hs.279529 NMJ)13237 7019508 

Hs.126355 NM_013252 10281668 

Hs.169330 NM_013259 10047091 

Hs.1 36748 NM_013269 7019446 

Hs.14805 NMJ)13272 7706713 

Hs.129903 NM_013274 7019490 

HS.54642 NMJ)1 3283 1 1 034824 

HS.252646 NM 013284 7019492 

Hs.75528 NM_013285 7019418 

Hs.106260 NM_013322 7019536 

HS.289080 NMJH3326 7019454 

Hs.283018 NMJJ13347 9558730 

Hs.272409 NMJ)13351 7019548 

Hs.58636 NM.013352 7019520 

Hs.169138 NMJ)13368 7019514 

Hs.136713 NM_013378 7019566 

Hs.279784 NMJJ13388 7019502 

Hs.171825 NM_013390 7019554 

Hs.272736 NM_013392 7019332 

Hs.7838 NMJM3446 7305272 



splicing factor 3b, subunit 1, 155kD 
(SF3B1), mRNA/cds=(0,3914) 
SP011, meiotic protein coval entry 
bound to DSB (S. cerevisiae)4ike 
(SP011), mRNA/cds=(108,1298) 
signal transducer and activator of 
transcription 5B (STAT5B), mRNA 
/cds=(146,2509) 

transiocase of inner mitochondria) 
membrane 10 (yeast) homolog 
(TIMM10), mRNA/cds=(129,401) 
TERF1 (TRFlHnteracting nuclear 
factor 2 (TINF2), mRNA 
/Cds=(262 l 1326) 

granulysin (GNLY), transcript variant 
519, mRNA/cds=(280,669) 
Ste-20 related kinase (SPAK), mRNA 
/cds=(173.1816) 

muscle specific gene (M9), mRNA 
/cds=(171,827) 

like mouse brain protein E46 (E46L), 
mRNA /cds=(1 98,1625) 

px19-fike protein (PX19), mRNA 
/cds=(176,835) 

C4ype (calcium dependent, 
carbohydrate-recognition domain) lectin, 
superfamily member 5 (CLECSF5), 
mRNA /cds=(1 97,763) 

neuronal protein (NP25), mRNA 
/cds={49,897) 

lectin-like NK cell receptor (LLT1), 
mRNA /cds=(1 3,588) 

solute carrier family 21 (organic anion 
transporter), member 11 (SLC21A1 1), 
mRNA/cds=(193,2325) 

polymerase (DNA-directed), lambda 
(POLL), mRNA /cds=(371 ,2098) 

methionine adenosyltransferase II, beta 
(MAT2B), mRNA /cds=(0,1004) 

wm25f06.x1 cDNA, 3" end 
/clone=IMAGE:2436995 /clone_end=3'- 

nucfeolar GTPase (HUMAUANTIG), 
mRNA/cds=(79,2274) 
sorting nexin 10 (SNX10), mRNA 
/cds=(128,733) 

colon cancer-associated protein Mid 
(MIC1), mRNA/cds=(76,1905) 
repiication protein A complex 34 kd 
subunit homolog Rpa4 (HSU24186), 
mRNA /cds=(404,1 189) 
T-box21 (TBX21), mRNA 
/cds=(211,1818) 

squamous cell carcinoma antigen 
recognized by T cell (SART-2), mRNA 
/cds=(149,3025) 

RPA-binding trans-activator (RBT1), 

mRNA /cds=(291 ,881) 

pre-B lymphocyte gene 3 (VPREB3). 

mRNA/cds=(42,413) 

prolactin regulatory element binding 

(PREB), mRNA/cds=(131,1384) 

basic helix-loop-helix domain 

containing, class B, 2 (BHLHB2). 

mRNA /Cds=(1 96,1434) 

nuclear receptor binding protein 

(NRBP), mRNA/cds=(112,1719) 

makorin, ring finger protein, 1 

(MKRN1). mRNA /cds=(122/l 570) 



PCT/US01/47856 



TGGGCTGGAGTAGAGGACTCTGGTG 
GGAAGGTTTTGCTGCTAATGTATTT 
AGCTAAACAGTACTTAAATAGCGGTT 
GGAACTAGGTAGCCTTTCGAATTT 



TGTCATTCATTTTTCAGAATATAACCA 

CTCAAGCTACTGGCACATAGTGA 

TCTGATAGAGAAAAAGACTGCTTTGT 

CACTCAAACATGTTCCTTCGACCT 

GGCATCGCCCATGCTCCTCACCTGTA 

TTTTGTAATCAGAAATAAATTGCT 



TTTGATGTTAAACAGTAAATGCCAGT 
AGTGACCAAGAACACAGTGATTAT 
CCTTTGCCTTTATACTTTAGGG GTCTT 
ACTCCATTAATTCATTTGTTACA 

TGCACGTTATGGTGTTTCTCCCTCTC 
ACTGTCTGAGAGTTTAGTTGTAGC 

CTGTAGAGAGTCTTCAAGATCCCGGA 
GTG GTAGCGCTGTCTCCTGGTGAA 

TAGTAGGAATGAAGTGGAAGTCCAG 
GCTTGGATTGCCTAACTACACTGCT 

GATCCAGAATCCACTCTCCAGTCTCC 

CTCCCCTGACTCCCTCTGCTGTCC 

ATTC CATTCTATTGTTTAC AC AACGAT 

TACTCGAAGATGACTGCAAAGGT 

AGCCAAGAAGAGAGCATTAAACCCAA 

GAACATTGTGGAGAAGATTGACTT 

TATATTGTACTTACTGTGACAG CAGA 

TAATAAACCAGTCTCTTG GAG G GC 

CTTATTCTCCCATTGGGCAGCTGAGG 

ACCGAGGCACAGAGGTGCGGTGAC 

TCACTGTATACCACTGGAGTTTTCTG 

GTTATCTCTCGTATAGCAAAATCT 



GCTGCCACCTCCTGTTCATTTAGAAC 

TATGCAAAGACTCCGCTTCCGTTT 

ACAGCAAAGCCCCAACTAATCTTTAG 

AAGCATATTGGAACTGATAACTCC 

GCCAGCTTGGAGGATGGACATTTCTG 

GATACACATACACATACAAAAGAG 

GTCAACATCATCCGGCACCCTCTGG 
GGTAG GAGAACAGCCATTCCACATG 
TCATATGTGTGGTTATACTCATAATAA 
TGG GCCTTGTAAGCCTTTTCACC 
CTGCTTGACTCACCGGCTTCCTATTT 
GATGCACCCAGGCCCCCTTGTGGC 

GGGACAGAAACACAAACGCAAAAAAT 

TCAGACAAAAGCAGTAATGTTTAA 

GCGATCCTCATCCCTTCAGCAATATG 

TATTTGAGTTCACACTATTTCTGT 

TTTTGAACAGCGAAACCAGCGTTTGC 

GAGGGAGCCCCAATTTCACACCAG 

TTCCAAAAGAAAAACTAGTTGCAGTC 

AGGGAG CCAGCGAAAAGACAAAAA 

ACTGAGAGTGGTrGTCT G GATAT ATTC 
CTTTTGTCTTCATCACTTTCTGAA 
G CATG CATTC ATTG GTTGTTC AATAA 
GTGAGATGATTACAGATAATACTG 

CTG ATTTCATAACCAGG CCGGACCAC 
GTGCAATAGGGTGGAAACCAAACT 
GAAGACGACGCGGATTACTACTGCTC 
TGTTGGCTACGGCTTTAGTCCCTA 
TGAACCTCAGCC CATTAGGCAG GAAA 
AGTTGATATTTAATAAAC AAG GAA 
CCAAGGCACTTGG I \ I I I CTGTTTTAT 
ATACTAATAATCAGGGCCTAAGT 

GGGGGCCATTCGATTCGCCTCAGTT 
GCTGCTGTAATAAAAGTCTACTTTT 
ACTTTAAGAAAAAA CAAAT AATTGTTG 
CAGAGGTCTCTGTATTTTG CAGC 
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3105 
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Hs.277401 
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Hs.234680 


NM_013451 


3107 


literature 


HS.100299 


NMJM3975 


3108 
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Hs.6262 


NMJ>13995 


3109 


Table 3A 


Hs.127649 


NMJ)14007 


3110 


Table 3A 


Hs.301175 


NM_014029 


3111 


Table 3A 


Hs.11125 


NM_01404t 
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Hs.182238 


NMJ114052 


3113 
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Hs.76640 


NMJ>14059 


3114 
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Hs.279040 


NM^0 14065 


3116 
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Hs.5327 


NM_014106 


3116 
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Hs.78961 


NMJH4110 


3117 
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Hs.26102 


NMJJ14112 


3118 
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Hs.179898 


NMJH4153 


3119 
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Hs.279474 


NMJJ14160 


3120 


Table 3A 


Hs.5232 


NM_014165 


3121 


Table 3A 


Hs.181112 


NM_014166 


3122 


Table 3A 


Hs.279761 


NMJJ14169 


3123 


Table 3A 


Hs.13645 


NMJJ14174 


3124 


Table 3A 


Hs.30026 


NM_014188 


3125 


Table 3A 


Hs.121025 


NMJ>14205 


3126 


Table 3A 


Hs.58685 


NMJJ14207 


3127 


Table 3A 


Hs.70499 


NMJJ14210 


3128 


Table 3A 


Hs.173902 


NMJJ14225 


3129 


Table 3A 


Hs. 273307 


NMJ)14230 


3130 


Table 3A 


HS.332724 


NMJ>14232 


3131 


Table 3A 


Hs.14084 


NM_014245 


3132 


Table 3A 


Hs.279919 


NMJJ14248 


3133 
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Hs.74711 


NM_014280 


3134 


Table 3A 


Hs.227823 


NM_014287 


3135 


Table 3A 


HS.54609 


NM_014291 


3136 


Table 3A 


Hs.10729 


NMJ)14306 


3137 


literature 


Hs.5212 


NMJJ14311 


3138 


Table 3A 


Hs.278994 


NM_014313 



Table 8 

730491 8 bromodomaln adjacent to zinc finger 

domain, 1A (BA21A), mRNA 

/cds={1 15,51 39) 
7304920 bromodomain adjacent to zinc finger 

domain, 2A (BAZ2A), mRNA 

/cds=(739,6375) 
7305052 fer-1 (C.e!egans)-like 3 (myoferfin) 

(FER1L3), mRNA/cds=(96,6281) 
771 01 25 ligase III, DNA, ATP-dependent (LIG3), 

transcript variant alpha, mRNA 

/cds=(323 t 3091) 
7669502 lysosomal-associated membrane 

protein 2 (LAMP2), transcript variant 

LAMP2B, mRNA /cds=(1 37,1369) 
7662099 KIAA0414 protein (KIAA0414), mRNA 

/cds=<1132.2535) 
7661739 HSPC022 protein (HSPC022), mRNA 

/cds=(1 8,623) 
7661745 HSPC033 protein (HSPC033), mRNA 

/cds=(168,443) 
7661715 GW128 protein (GW128) 

7662650 RGC32 protein (RGC32), mRNA 

/cds={146,499) 
7661837 HT001 protein (HT001), mRNA 

/cds=(241,1203) 
7662624 PR01914 protein (PR01914), mRNA 

/cds=(1222 t 1425) 
1 3699255 protein phosphatase 1 , regulatory 

(inhibitor) subunit 8 (PPP1 R8), mRNA 

/cds=(935,1318) 
7657658 trichorhlnophalangeal syndrome I gene 

(TRPS1), mRNA/cds=(638,4463) 

7661761 HSPC055 protein (HSPC055), mRNA 

/cds=(1400,1903) 
8850222 HSPC070 protein (HSPC070), mRNA 

/cds=(331,15B1) 
7661785 HSPC125 protein (HSPC125), mRNA 

/cds=(79,606) 
7661787 HSPC126 protein (HSPC126), mRNA 

/cds=<25,837) 
7661793 HSPC1 34 protein (HSPC1 34), mRNA 

/cds=(45,716) 
7661803 HSPC144 protein (HSPC144), mRNA 

/cds=(446,1123) 
7661831 cDNAFU13048fis, clone 

NT2RP3001399, weakly similar to 

SSU72 PROTEIN /cds=(27,488) 
7656935 chromosome 1 1 open reading frame 5 

(C11orf5), mRNA/cfis=(45,1256) 
7656964 CDS antigen (p56-62) (CD5), mRNA 

/cds=(72,1559) 
7657074 ecotropic viral integration site 2A 

(EVT2A), mRNA fcds=<219,917) 
7657474 protein phosphatase 2 (formerly 2A), 

regulatory subunit A (PR 65), alpha 

isoform (PPP2R1A), mRNA 

/cds=(138,1907) 
7657616 signal recognition particle 68kD 

(SRP68), mRNA /Cds=(0,1 859) 

7657674 AV70512B cDNA, 5' end 

/clone=ADBCFB08 /clone.endsS' 

7657521 ring finger protein 7 (RNF7), mRNA 
/cds=(53,394) 

7657507 ring-box 1 (RBX1), mRNA /cds=(6,332) 

7657610 splicing factor similar to dnaJ (SPF31), 

mRNA/cds=(7,801) 
10947030 pM5 protein (PM5), mRNA 

fcds=(0,3668) 
76571 17 glycine C-acetyitransferase (2-amino-3- 

ketobutyrate coenzyme A ligase) 

(GCAT), mRNA /cds=(3,1262) 
7657014 hypothetical protein (HSPC1 17), 

mRNA/cds=(75,1592) 
7657596 cDNA FLJ 10927 fis, clone 

OVARC1 000466 /cds=UN KNOWN 
7657594 Rhesus blood group, CcEe antigens 

(RHCE), mRNA/cds=(0,1253) 
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CTGTACCAGTGCTGGCTGCAGGTATT 
AAGTC CAAGTTTATTAACTAGATA 

GCCACCTCTGTGTTCCTGTCATAGCA 
AATATGGGACCATCACCAGCTTAC 

TCCTGAGGTGATATACTTCATATTTGT 
AATCAACTGAAAGAGCTGTGCAT 
TGCTGGGTTTGCCATCTTTTTGTTTTC 
TTTGAAAAGCAGCTTAGTTACCC 

CCACTAGTTGATGTATGGTATCTTTA 
GATATTTGCCTGTCTGTTTGCTCA 

AATGGCCTACAACCAAGCTATTTGTC 

CCCTACTTTGAGTCTTAACTGTGG 

ATCCTGAGCTGCACTTACCTGTGAGA 

GTCTTCAAACTTTTAAACCTTGCC 

TGCTCTGAGATGGGGAACAGAACAC 

ACAAGTATGAAGTTTCTTTCAGGTG 

AAGCACACCCGTGGTTGTGAAAATAG 

TATAGCAAAAAAGAAAAATCCCCG 

TGTTTACCTGCTTG CAGCATATTAGA 

ACAGACGATCCATGCTAATATTGT 

AATCCTTACTTAAAATTCTTC C GTTAC 

CACCCTTGAAACAATTAGCTTTT 

ATAACAGTTCTATTTGGAATGATACC 

CACAACTCTACAAGCATCTTATCC 

A GAG ATTTGT ACATTTGTGTAATAGG 

CCTTTTCATGCTTTATGTGTAGCT 

TCTTG GTGTATTTCTTATGCAAACAAT. ■ 
CTTCAGGCAGCAAAGATGTCTGT 

AACCTGTACTGTTGGTATTGTGTTAG 

TGTATGGACCAATACTG CCTGTAA 

AATTG AG G GAC C ATCAGATAACTGTA 

TTTTGTCAG GTGCAATAAAAACAA 

CTATGTGTACTCCTCATCCCTCCTGC 

TGTATATTTTCTC A 1 1 1 1 1 IGCGT 

TTAAAAGTAACAAAAACTGCCATTTGA 

CAGTAAAGGCTCTTGGCTTCTGT 

GCTCCCTTCTCTTTGATAGCAGTTAT 

AATGCCCTTGTTCCCAATAAAACT 

CTGAGATACTGCTGCTGGAATGGGC 

GAGACATTGCTGCAAAGAAGTCAAG 

CTGCG GCGTGTTAGGAATGACCTGG 

AATTGTCAATAAACAGATGCTGCTG 

AGCTCCCTAGCTGAACGGGTTACCCT 
GGTCATTAATAAAGCTGTGACTGG 
CTCATCTAAAGACACCTTCCTTTCCA 
CTGG CTGTCAAG CCACAGGGCACC 
GGCAGAATCCACACCAGCTTATCAAC 
CAACACAGCTAATTTTAGAATAGG 
G ACAG GACAGTGACCTTGGGAGGAA 
GGGGCTACTCCGCCATCCTTAAAAG 



GGACAAGTTGGAACAGAAGACCAAG 
AGTGG CCTCACTGGATACATC AAGG 

CCCCAATTCTGTGGCGCATCCAGATT 

GTGAAAATGTACAATAAATGTGTA 

TTCAGAGAACTTTTTGCATGCTTATG 

GTTGATCAGTTAAAAAAGAATGTT 

TG CTGTTTCTGTAGCC ATATTGTATTC 

TGTGTCAAATAAAGTCCAGTTGG 

ACGCCACCCAAACCTTTCACTTTCCA 

AAGAGCTAGCCGTCCTCCACCCAG 

GCATCTGAGATCCTGTTGGAAACCAC 

AG CAACCTGTATTCATTATTAGGA 

GGACGTGACCTGTGCTGAGGG CTGT 

GAGAATGTGAAACAACAGTGTGAAA 

G C CATC AGATTGAT CTT CTTC ACACC 

AAGCTCTGTTTACATTCCGAGAGG 

C CTTTCCTCACAGGGACCAAGAC AAA 

GCATGGGACATGAAATTAAGAGTG 

AAGCATGATTCCCACAAGGACTAAGT 

ATCAGTGATTTGTAATTTTCCTGT 
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literature 
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NM 014487 
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HS.296433 
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Tahle 3A 
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NMJH4624 
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NM_014633 
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Table 8 

7657300 host cell factor homolog (LCP), mRNA 

/cds=(316,1536) 
7706606 integral inner nuclear membrane 

protein (MAN1), mRNA/cds=(6 t 2741) 
9790902 protein phosphatase 1, regulatory 

(inhibitor) subunit 15A (PPP1R15A), 

mRNA/cds=(240,2264) 
7656980 claudin15(CLDN15) t mRNA 

/cds=(254,940) 
76571 83 endocrine regulator (HRIHFB2436), 

mRNA /cds=(621 ,6920) 
7657123 TNF-induced protein (GG2-1), mRNA 

/cds=(197,769) 
7657047 AD-017 protein (LOC55830), mRNA 

/cds=(118,1233) 
7657135 putative G protein-coupled receptor 

(GPCR150), mRNA/cds=(321,1337) 
7657336 mutL (E. coll) homolog 3 (MLH3), 

mRNA /cds=(1 14,4403) 
7657479 PTD010 protein (PTD010), mRNA 

/cds=(129,1088) 
7657252 potassium large conductance calcium- 
activated channel, subfamily M, beta 

member 3-like (KCNMB3L), mRNA 

/cds=(243,1916) 
7656951 calcyciin binding protein (CACYBP), 

mRNA/cds=(117,603) 
7657702 zinc finger protein (ZNF-U69274), 

mRNA /cds=(161 ,3322) 
7657436 p53 regulated PA26 nuclear protein 

(PA26), mRNA/cds=(11,1666) 
7657448 cDNA: FLJ22071 fis, clone HEP11691 

/cds=UNKNOWN 
7657314 Lsm3 protein (LSM3), mRNA 

/cds=(29,337) 
7657644 tubulointerstitial nephritis anfigen (TIN- 
AG), mRNA/cds=(1,1431) 
7656976 calcitonin gene-related peptide- 

receptor component protein (CGRP- 

RCP), mRNA /cds=(61, 507) 
7656891 Homo sapiens, apurinic/apyrimidinic 

endonuciease(APEX nuclease)-like 2 

protein, clone MGC: 1418 

IMAGE:3139158, mRNA, complete cds 

/cds=(3B,1594) 
1 3384595 nucleolar cysteine-rich protein 

(HSA6591), mRNA /cds=(1 73,1 135) 
1 0092632 putative purinergic receptor (P2Y1 0), 

mRNA/cds=(0,1019) 
7657495 putative Rab5 GDP/GTP exchange 

factor homologue (RABEX5), mRNA 

/cds={77,1552) 
7657276 killer cell immunoglobulin-like receptor, 

three domains, short cytoplasmic tail, 1 

(KIR3DS1), mRNA /cds=(1 1,1 174) 

7657384 CCR4-NOT transcription complex, 

subunit 2 (CNOT2), mRNA 

/cds=(115,1737) 
7657561 SH3-domain binding protein 4 

(SH3BP4), 
9845517 S100 calcium-binding protein A6 

(calcyciin) (S100A6), mRNA 

/cds=(102,374) 
7661949 KIAA01 55 gene product (WAA0155), 

mRNA/cds=(86,3607) 
7662069 Ral guanine nucleotide exchange 

factor RalGPSlA (RalGPSIA), mRNA 
• /cds=(267,1940) 
11036643 CDNAFU1 0757 fis. clone 

NT2RP3004578. highly similar to 

mRNA for KIAA0477 protein ' 

/cds=UNKNOWN 
7662021 lipin 2 (LP1N2), mRNA /cds=(239 ( 2929) 

7662203 KIAA0615 gene product (KIAA0615), 

mRNA/cds=(237,2927) 
7661967 K1AA0171 gene product (K1AA0171). 

mRNA/cds=(l0i,ig78) 
7661849 KIAA0005 gene product (KIAA0005), 

mRNA/cds=(80,l339) 



ACCTGTTGGTTTTAATGTG CATGTGA 
ATG GCCTAGAGAACCTATTTTTGT 
CCGACCAAGATCCCTCCCTGCAAGA 
CAGATGGGAATGTGTATAATAACTA 
GGGAGGCGTGGCTGAGACCAACTGG 
TTTG C CTATAATTTATTAACTATTT 

GGACGGTGTCCCCGCACGTTTGTATT 

GTGTATAAATACATTCATTAATAA 

ATCCTTTCCTCAACCTCCTCCTTTCC 

CAATTAATTTCAACCATAGTACGA 

GCCAGCTATGTCCTCTAGGAAATGAC 

AGACCCAACCACCAGCAATAAACA 

CTGTAAAAAGACAATTCATCTCATTGT 

GAGTGGAAGTAGTTATCTGGAAT 

GCATTTCAGAATGTGTCTTTTGAAGG 

GCTATACCAGTTATTAAATAGTGT 

CCAGGGTTTCTGCACTGGTCCCCTCT 

TTTCCCTTCAGTCTTCTTCACTTC 

ACACTGCTACACCATTACTTTCTTGA 

GACATTTGTAAGTC CTTTGATACA 

TGAATAACTAGTGATACCCTCAATAA . 

AACAGGGATTG CCAAGAAGGGAAC 



ACCTTTAACATGTAAAGATG CTGACC 

TTGTTCAGAAGAGAATAAACCAGT 

TATGTCATAAACATGTAAATAAAAGAT 

GTTGAATCTTGTTGAAAGCGCGG 

TTGTATTCTG GAAG CGTGAATTG CTT 

TTGAAGTCTGTCAGTATTACTGGT 

TTTGTAAGCGAAGGAGATGGAGGTC 

GTCTTAAACCAGAGAG CTACTGAAT 

ACTCACAACTTCTTAAGCTAAATGGT 

ATTTTCATTTTTCTCAAGCTCTCC 

AGTTTAGCAATATGACATTCTTGGTG 

ACAGTGGAATCTTTGTCTCTTCAC 

GCCACTGACCTTGGCTCAC CTTAGAG 

GAATTTCCTCGAGAACAACAGAGA 

ACTTCTGTCTTTGCTGGAAAGTGTAT 
TTGTG CATAAATAAAGTCTGTGTA 



TTCTCI 1 1 CI I CACAATGTATGTCCTC 
AGTG GTACCTATTATTGATGCCT 
CTGTGACCCGCTCCCGCCTCATGAG 
CAAGGAGAGTGGTTCATCAATGATT 
TGTAGGGTAAATGTGACTGGAATACA 
C CTTTG GAACG GAATTCTTTATC A 

AGAACTTCCAAATGCTGAGCCCAGAT 



TGACAAATTAGAAGAACGGCCTCACC 
TGCCATCCACCTTCAACTACAACC 

TGGATATTTTAACCTGTTAAGTGTGT 
GTGTGTTTTCTGTACCCAACCAGA 
TAAATAGGGAAGATGGAGACACCTCT 
GGGG GTC CTCTCTGAGTCAAATCC 

TGTGTTAGGTTGAATAAGGTGTGGAA 
AATGCTTTTCTGTTAGTAGAATGC 
GCAGTAACCACTG AACGTC AATCAG C 
CCTCCATGGGGTTCTTTCGATTTT 

GTTTGAAGTTGTGACTCTCCTGCTAC 
CAATTAAATAAAGCTTACTTTGCC 



TGC AAGATGAATG G CTAATATTTTGG 
TGCAGTGTTTGATGTTCAAAACAA 
CTGCCTGTTCAGAACTGTTTAATAGC 
AGTTACTCTTGAGTGTATTTACCT 
ATTCTAGAGTTTGGAATGCAAAATTAA 
TTGTTTTACCCTC AAG CTGG GAA 
TGGGGTGAATTTGTTAAAATGAGTAA 
CTTTGATAAAGTTTTTCATG CACA 
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Table 3A 


Hs.1 54332 


NMJ>14674 


3173 


Table 3A 


Hs.151791 


NMJ)14679 


3174 


Table 3A 


Hs.186840 


NM_014686 


3175 


1 dulc ort 


He 111894 
ns. lit ovt 


MM 014713 


3176 


Table 3A 


Hs.181418 


NM_014730 


3177 


Table 3A 


Hs.81892 


NMJ)1473B 


3178 


Table 3A 


Hs.80905 


NM_014737 


3179 


Table 3A 


Hs.1 08920 


NMJM4739 


3180 


Table 3A 


Hs.79768 


NMJ514740 


3181 


Table 3A 


Hs.77724 


NMJJ14749 


3182 


Table 3A 


Hs.77665 


NMJJ14752 


3183 


Table 3A 


Hs.77329 


NMJH4754 


3184 


Table 3A 


Hs.76986 


NM.014767 


3185 


Table 3A 


Hs.75824 


NMJJ14761 


3188 


Table 3A 


Hs.75574 


NMJJ14763 


3187 


Table 3A 


Hs.75416 


NMJJ14764 


3188 


Table 3A 


Hs.74583 


NMJ>14767 


3189 


Table 3A 


Hs.52526 


NMJJ14779 


3190 


Table 3A 


Hs.28020 


NMJJ14805 


3191 


Table 3A 


Hs.23488 


NM_014814 


3192 


Table 3A 


Hs.279849 


NMJJ14819 


3193 


Table 3A 


Hs.17969 


NM_0 14827 


3194 


Table 3A 


Hs.1 94035 


NMJJ14828 


3195 


Table 3A 


Hs.173802 


NM.014832 


3196 


Table 3A 


Hs.15087 


NMJJ14837 


3197 


Table 3A 


Hs.7764 


NM_014851 


3198 


Table 3A 


Hs.6684 


NM.014856 


3199 


Table 3A 


Hs.6336 


NMJH4859 


3200 


Table 3A 


Hs.5737 


NMJ314864 


3201 


Table 3A 


Hs.5094 


NMJJ14868 


3202 


Table 3A 


Hs.273397 


NMJJ14871 


3203 


Table 3A 


Hs.3085 


NMJ>14877 


3204 


Table 3A 


Hs.1 528 


NMJ>14882 


3205 


Table 3A 


Hs.8170 


nm_014886 


3206 


Table 3A 


Hs.23518 


NMJJ14887 


3207 


Table 3A 


Hs.239189 


NM_014905 


3208 


Table 3A 


Hs.131915 


NMJI14913 


3209 


Table 3A 


Hs.1 10488 


NMJM4918 



Table 8 

7662001 KIAA021 2 gene product (KIAA021 2), 

mRNA /Cds=(58.2031) 
7661 899 KIAA0092 gene product (KIAA0092), 

mRNA/cds=(53,1477) 
7662075 K1AA0355 gene product (KIAA0355), 

mRNA/cds=(838,4050) 
13518239 lysosomal-assoclated protein 

transmembrane 4 alpha (LAPTM4A), 

mRNA/cds=(148,849) 
7661947 KIAA0152 gene product (KIAA0152). 

mRNA /cds=(1 28,1 005) 
7661905 KIAA0101 gene product (K1AA0101). 

mRNA/cds=(61,396) 
7661963 Ras association (RalGDS/Af-6) 

domain family 2 (RASSF2), mRNA 

/cds=(196,1176) 
7661 957 HT01 8 mRNA complete cds 

/cds=(45l,1179) 
7661919 KIAA01 11 gene product (KIAA01 11), 

mRNA /cds={21 4,1 449) 
76621 89 KIAA0586 gene product (KIAA0586), 

mRNA/cds=(274,4875) 
7661907 KIAA0102 gene product (K1AA0102), 

mRNA/cds=(307,678) 
7662646 phosphatidyiserine synthase 1 

(PTDSS1), mRNA /cds=(102,1523) 
13376996 mastermind (drosophfla)-like 1 

(MAML1), mRNA/cds=(263 f 3313) 
7661971 K1AA0174 gene product (KIAA0174), 

mRNA /cds=(S3,1157) 
7661 91 1 mitochondrial ribosomal protein L1 9 

(MRPL19), mRNA/cds=(34,876) 
7661 885 DA2 associated protein 2 (DAZAP2), 

mRNA/cds=(69,575) 
7662035 KIAA0275 gene product (KIAA0275), 

mRNA/cds=(316,1590) 
7662235 KIAA0669 gene product (KIAA0669), 

mRNA/cds=(1016,3358) 
7662293 KIAA0766 gene product (KIAA0766), 

mRNA/cds=(116,1939) 
7661 91 3 K1AA01 07 gene product (KIAA01 07), 

mRNA /cds=(25,1 194) 
7662123 KIAA0438 gene product (KIAA0438), 

mRNA/cds=(117,2243) 
7662231 KIAA0663 gene product (K1AA0663), 

mRNA/cds=(213,2645) 
7662273 KIAA0737 gene product (KIAA0737), 

mRNA/cds=(32,1897) 
76621 97 KIAA0603 gene product (KIAA0603), 

mRNA/cds=(347 > 4246) • 
7662023 K1AA0250 gene product (K1AA0250), 

76621 39 KIAA0469 gene product (KIAA0469), 

mRNA /cds=(1 84,1 803) • 
76621 51 KIAA0476 gene product (KIAA0476), 

mRNA/cds=(568,4728) 
7662241 KIAA0672 gene product (K1AA0872), 

mRNA/cds=(300,2756) 
7662149 K1AA0475 gene product (KIAA0475), 

mRNA/cds=(336,1565) 
7662652 ring finger protein 1 0 (RNF10), mRNA 

- /Cds=(698,2983) 
7662257 K1AA0710 gene product (KIAA0710), 

mRNA /cds=(203,3550) 
7661883 heiicase KIAA0054 (K1AA0054), mRNA 

/Cds=(145,5973) 
7661 881 KIAA0053 gene product (KIAA0053), 

mRNA /cds=*(1 93,21 09) 
7662676 hypothetical protein (YR-29), mRNA 

/cds=(82,864) 
7656970 hypothetical protein from BCRA2 

region (CG005), mRNA 

/cds=(165,1916) 
7662327 glutaminase (GLS), mRNA 

/Cds=(1 9,2028) 
7662345 KIAA0863 protein (KIAA0863), mRNA 

/cds=(185,3580) 
7662433 KIAA0990 protein (WAA0990), mRNA 

/cds={494,2902) 



AAAAGTATAGAGTTGGAAACTCTGGG 

AAAACTTACGGAAATACACAAATG 

ATGTGTCAACCACCATTTCAGCTATT 

AAAAACTCCTGTTATCTCCTTGTT 

TACAATGCTTCCAAACTGGAACTCTA 

CATTTTGTATCTTTTAAAGCTCCT 

GTGACTTGACTGTGGAAGATGATGGT 

TGCATGTTTCTAGTTTGTATATGT 

CCTTCCATGTCCCACCCCACTCCCAC 
C AAAAAGTACAAAATCAG GATGTT 
TGGTGTTTGATTATTGGAATGGTGC C 
ATATTGTCACTCCTTCTACTTGCT 
ACAGGGCCTCAG CAAGG GAGCCATA 
C ATTTTTGTAA CATTTTGATATGTT 

GGCTAAACGATTCTTACTCAGTGTGA 

TGTATAATGATGCAACAGGGACCC 

TAATGGGGTTTATATGGACTTTCTTCT 

CATAAATGGCCTGCCGTCTCCCT 

ATACCTTCTGAACG GGAAGAGACAGC 

CAGCACAGTGTTTATGCCACTGGT 

TTCCACTAGTATATCCCTGTTGATTTG 

TTTGTGCCTTTTATTAACTGCCA 

TCATCTGTGCCATGCTCTAGAACCTT 

GACCTTGATAGTTCAC CACGTCTG 

ACTGCCCTTAACTCTGGTATACACCA 

AAAAGAAATCTTTACTTTCCTTGT 

AGGCAG CCTTTCTTTAATGTTTTCAGT 

TGGTTTGTATTTTGTAGCTCAGT 

CCAG AATG GTCTTTAATGAG CATG GA 

ACCTGAGCAAAGGGAATAGGTGGG 

TCTCTCTCTACACTGTGGTGCACTTA 

ACTTGTG GAATTTTTATACTAAAA 

ACTCAGCCTAAGGAAAGAAGTACACT 

CCAC ACATG C ATAAAG GAAATCAA 

TGTC AAATAAAAGAGAACGAACAG GT 

AGTTTGGTGGAGCTGAGCTAGTGT 

TTTG CATC ATGTAGTC ATTGAGTGAG 

G G G GAGATATAAG CCAAG GATTTT 

GCTTACTTCACAATGTGCCCAGGTCA 

GCTGTATAAAATAAATACTGCATT 

TGTAATG GTTGGTTTATTGTTCTATAA 

CCCCAGCCCATCATTTTCTGTGT 

AGTCAATGTTTCGTGTTCCGCATTATT 

TGAACCATTTGCCCTTACAGAAA 

AGGGAGCAGTGCTTTTGGGTCCTAG 

AACCTGTTGAGTTTCTAATGAATAT 

AATGACTTGTTATAGCTCAGTGTGCC 

CTTGAATCCATACAGTTTCTTAAA 

TG 1 1 1 l G 1 1 II CTGGG 1 1 M G 1 1 1 M I 

G I 1 1 1 I GTCTGTGCAAGACCTGC 

GGCTTCCATGTCCAGAATCCTGCTTA 

AGGTTTTAGGGTACCTTCAGTACT 

CCTGACCTGTGCAATAAGGATTGTTC 

CCTGCGAAGTTTTGTTGGATGTAA 

GAGTCTGGGGTAAGGGTGGGGGTTG 

AAAGTTGTTATCTTTAAATACATGT 

TTGATCTGCCAAGGATTTCCTCTCAG 

AGCTGTTGCACAGACAGAGATTGT 

GGGGGTTTCCACAATGTGAGGGGGA 

ACCAAGAAAATTTTAAATACAGTGT 

TGCCTGTCCCAAGTTTTGTTC CATTTT 

TTAAAAATTTGTTGTAAACTGCA 

TATTGTTACATATGTTTG CATCAAGCT 

AGCAGCCAAGAGGTTAATTGTGC 

AAACCAGAACAAGCAACAAACTGTAT 

TTATGCAAGCAAAATTGATGAGAA 

TGATGTTTCTGAATACTACCAAACAG 

CCATACATGTCTGCAATGAAGAGA 

TATCATCCTCCTTCTCAACCCATCTC 

CCTAACCCCACATGCTTGCCAGTT 

TTCTGAAATTG G G AAAC ATTTATTTTA 
AATGCAATCAGGTAGTGTTG CTT 
GACTGAATTTGACATCTGGTATGCTG 
GTATGTAGCTCATACATCAAGAGT 
TTGTACTTTTCAGAACCATTTTGTCTC 
ATTATTC CTGTTTTAG CTGAAGA 
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TaWe3A 


Hs.104305 


NM_014922 
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Table 3A 


Hs.211576 


NM_005548 
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Table 3A 


Hs.70266 


NM_014933 


3213 


Table 3A 


Hs.42959 


NMJ)14939 
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Table 3A 


Hs.24083 


NM.014950 
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Table 3A 


Hs.323346 


nm_014953 


3216 


Table 3A 


Hs.10031 


NM_014959 


3217 


Table 3A 


Hs,227133 


NW)_014977 


3218 


Table 3A 


Hs.184627 


NM_Q14999 


3219 


Table 3A 


Hs.184245 


NMJ)150D1 


3220 


Table 3A 


Hs.1 51411 


NM 015057 


3221 


Table 3A 


Hs.132942 


NMJ)15071 


3222 


Table 3A 


Hs.306117 


MM_01512S 


3223 


Table 3A 


Hs.79337 


NMJ>15148 


3224 


Table 3A 


Hs.11000 


NM_015344 


3225 


Table 3A 


Hs.287586 


NM_015384 


3228 


Table 3A 


Hs.105460 


NMJ)15393 


3227 


Table 3A 


Hs.99843 


NMJ)15400 


3228 


Table 3A 


• Hs.75884 


NM_015416 


3229 


Table 3A 


Hs.64595 


NM_0 15423 


3230 


Table 3A 


Hs.48320 


NM_015435 


3231 


Table 3A 


Hs.12305 


NMJH5509 


3232 


Table 3A 


Hs.6880 


NMJM5530 


3233 


Table 3A 


Hs.187991 


NMJ>15626 


3234 


Table 3A 


Hs.156764 


NMJJ15646 


3235 


Table 3A 


Hs.44563 


NMJ)15697 


3236 


Table 3A 


Hs.5324 


NMJ>15702 


3237 


Table 3A 


Hs.1 10707 


NIW 015726 


3238 


Table 3A 


Hs.25674 


NM_015B32 


3239 


Table 3A 


Hs.278573 


NM_015874 


3240 


Table 3A 


Hs.1 04840 


NMJ)15898 



Table 8 

1 471 9827 death effector filament-forming Ced-4- 

like apoptosis protein (DEFCAP), 

transcript variant B, mRNA 

/cds=(522,4811) 
5031 81 0 lL2-indudb!e T-cell kinase (TTK), 

mRNA /cds c (2021 ,3883) 
7662369 yeast Sec31 p homolog (K1AA0905). 

mRNA/cds=(53,3715) 
7662447 K1AA1012 protein (K1AA1012), mRNA 

/cds={57,4364) 
7662437 KIAA0997 protein (KIAA0997), mRNA 

/Cds=(262,2196) 
7662443 K1AA1 008 protein (KIAA1 008), mRNA 

/cds=(93,2879) 
7662403 KIAA0955 protein (KIAA0955), mRNA 

/cds=(31 3,1608) 
7662237 K1AA0670 proteln/aclnus (K1AA0670), 

mRNA/cdS=K327,4352) 
7661921 K1AA01 18 protein (KIAA0118), mRNA 

/cds=(255,932) 
14790189 SMART/HDAC1 associated repressor 

protein (SHARP), mRNA 

/cds=(204,11198) 
7662379 KIAA0916 protein (K1AA0916), mRNA 

/Cds=(146,14071) 
7662207 GTPase regulator associated with the 

focal adhesion kinase pp125(FAK); 

KIAA0621 protein (KIAA0621), mRNA 

/cds=(423,2867) 
1 1 056033 caplcua protein (CIC) mRNA, complete 

cds/cds=<40,4866) 
8923825 KIAA0135 protein (KIAA0135), mRNA 

/cds=(1803,3791) 
7662509 MY047 protein (MY047), mRNA 

/cds=(84,479) 
7661 841 cDNA FLJ 1 3648 fis, clone 

PLACE1 01 1 340, weakly similar to IDN3- 

B mRNA /cds=UNKNOWN 
7661631 DKFZP564O0823 protein 

(DKFZP564O0823), mRNA 

/cds=(1 70,904) 
7661691 DKFZP586N0721 protein 

(DKFZP586N0721). mRNA 

/cds=(726,1151) 
7661659 DKFZP586A011 protein 

(DKFZP586A01 1), mRNA 

/Cds={330,632) 
7661649 aminoadipate-semialdehyde 

- dehydrogenase-phosphopantetheiny) 

transferase (AASDHPPT), mRNA 

/cds=(166,1095) 
1 3491 169 mRNA for ring-IBR-ring domain 

containing protein Dorfin, complete cds 

/cds=(317,2833) 
7661639 DKF2P566B1 83 protein 

(DKF2P566B183), mRNA 

/cds=(351 t 749) 
7661569 DKFZP434D156 protein 

(DKFZP434D156), mRNA 

/cds=(230,1384) 
7661595 DKFZP564A1 22 protein 

(DKFZP564A122), mRNA 

/cds=(2570,2908) 
7661677 RAP1 B, member of RAS oncogene 

family (RAP1 B), mRNA fcds=(14B,702) 

7661 549 Homo sapiens, Similar to RIKEN cDNA 
2310002F18 gene, clone MGC:10413 
IMAGE:3954787, mRNA, complete cds 
/cds=(16,1131) 

7661 547 hypothetical protein (CL25022), mRNA 
/cds=(157,1047) 

7657147 H326(H326),mRNA/cds=(176,1969) 

771 0144 methyl-CpG binding domain protein 2 
(MBD2), transcript variant testis- 
specific mRNA /cds=(229,1 137) 

770621 5 H-2K binding factor-2 (LOC51 5B0), 
mRNA /cds=(238,1500) 

7705374 H IV-1 inducer of short transcripts 
binding protein (FBI1), mRNA 
/cds=(0,1754) 



1 CTGGCTGTGTCACAGGGTGAGCCCC 
AAAATTGGGGTTCAGCGTGGGAGGC 



AATGGTCCCCTGTGTTTGTAGAGAAC 

TCCCTTATACAGAGTTTTGGTTCT 

TTCTTTCATGTCCTCCCTACTTCCTCA 

GTGTCAATCAGATTAAAGTGTGT 

TTTG AACTTTG GTCATAGAGTCTTC AT 

ATTTCAGTATTTGGTGGTCCCTA 

ACC CTAGAGTTACTCTCTTTTGGGAA 

CATAAGGAGGTATACAGAACTGCA 

TTGATGTGTCACAAAACATTACTCATT 

TGATTTCCCCCACCCCCGCCAAC 

TCAGGGCGTTTGAATGTGAATTAGGA 

CCAGCGCAATGAATGCTCAAGTTG 

AGTTCCCAGTCTCTTCTGTCCTGCAG 

CCCTTGCCTCTTTCCCACAGGTTC 

GTAGAATCAGGCACTGCTCGCAGAA 

GGAACACAGATTGTAGAGATTAACA 

TTTTCTCAGCG CAGTTTTGTTTTGTGT 

GTCCATTGGATTACAAACTTTAT 

TGCCTCATTATCTTGCAGCTGTAAAC 
ATATTGGAATGTACATGTCAATAA 
GCCATAGCCTGAATCTTTTAGGGGTA 
TTAAG GTCAGCCTCTCACTCTTC C 



AGCCG CCTTCCAGGCCCG CTATG CA 
GACATCTTTCCCTCCAAGGTTTGTC 
AGCAG CTTTCTTCAAGTCGCTCTTTA 
GCC CTTTGTG GTTAATCTCTCAGT 
TGCACTGATACAACATTACCATTCTTC 
TATG G AAAGAAAACTTTTGATGA 
ATAGAGGAGGAGGCACTTCAGGGGT 
GAGGCGGAGGAGGAGTCAACGTATT 

ATACCCACACAGCAACTGGTC CACTG 
CTTTACTGTCTGTTGGATAATGGC 

AGATTTGTGTCCTCTCATTCCCTCTCT 
TCCTCTTGTAAGTGCCCTTCTAA 

GCACTGT 1 1 i I AAACCCAAGTAAAGA 
CTGCTTGAAACCTGTTGATGGAAA 

AGATTTCCCCTCAGTTTCCATTGACTT 
AGATCAGGTTACAGAGAAAGGCA 



AGATCGAGATCTTCAGTCCTCTGCTT 
CATCTGTGAG CTTGCCTTCAGTCA 

AGTGACTAAATACTGGGAACCTATTT 
TCTCAATCTTCCTCCATGTTGTGT 

TGGCACTCTGTG G CTCCTTGTAGTAT 
TATAGCTATACTGGGAAAGCATAG 

TTGGTGAGTTGCCAAAGAAGCAATAC 
AGCATATCTGCTTTTGCCTTCTGT 

AATTG AC CAACCTAATGTTACAACTA 
CTTTGAGGTGGCCAAATGTAAACT 

CTACTACGCTGCCCTGGGTG CTGTA 
GGAGCCCATCTGACTCACCAGAAAT 



AAGGCCTCAG 1 1 1 1 AATTATTTTCTTC 

C CAAAATAAATCACAC ATTTG GT 

G GTG GGGTGATAGGGTGGGCTAAAA 

ACCATG CACTCTGGAATTTGTTGT A 

AGAGGCAGCTTCTAGACAGAGTTGCT 

TAATGAAAGGGTTTGTAATACT7T 

GCTGAGTTCCATATTTCATCCGTGAA 
AAACTTG CAATAC GAG C AGTTTCA 
CAACGGC CAGG AGAAGCACTTTAAG 
GACGAGGACGAGGACGAGGACGTGG 
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Table 3A 


Hs.287414 


NM_0159Q6 
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Table 3A 


Hs.145956 


NMJJ15919 
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Table 3A 


Hs.279813 


NMJM5932 
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Table 3A 


Hs.171774 


NMJM5933 


3245 


Table 3A 


Hs.119908 


NMJH5934 
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Table 3A 


Hs.84038 


NMJJ15937 


3247 


Table 3A 


Hs.5798 


NM_015946 


3248 


Table 3A 


Hs.7236 


nm_015953 


3249 


Table 3A 


Hs.7104 


NM.015995 


3250 


Table 3A 


Hs.6153 


NMJJ16001 


3251 


Table 3A 


Hs.7194 


NM_016007 


3252 


Table 3A 


Hs.318725 


NM_016018 


3253 


Table 3A ' 


Hs. 11 0803 


NMJJ16039 


3254 


Table 3A 


Hs.286131 


NMJH6041 


3255 


Table 3A 


Hs.271614 


NM_016049 


3256 


Table 3A .' 


Hs.283670 


NM.016056 


3257 


Table 3A 


Hs.181271 


NMJ316Q57 


3256 


Table 3A 


Hs.27693 


NMJJ16059 


3259 


Table 3A 


Hs.184542 


NMJJ16Q81 


3260 


Table 3A 


Hs.32826 


NM_016063 


3261 


Table 3A 


Hs.5887 


NMJJ16090 


3262 


Table 3A 


Hs.119503 


NMJ)16091 


3263 


Table 3A 


Hs.7953 


NMJ>16099 


3264 


Table 3A 


Hs.27023 


NMJM6106 


3265 


db mining 


■ Hs.306803 


NMJ>16115 


3266 


Table 3A 


Hs.142295 


NM_016123 


3267 


Table 3A 


Hs.279921 


NM_016127 


3268 


Table 3A 


Hs.102950 


NMJ>16128 


3269 


Table 3A 


Hs.272398 


NM_016135 


3270 


Table 3A 


Hs.108969 


NMJJ16145 


3271 


Table 3A 


Hs.279901 


NM_016146 


3272 


Table 3A 


Hs.306706 


NM_016154 


3273 


Table 3A 


Hs.279518 


NM.016160 


3274 


Table 3A 


Hs.75251 


NMJ>16166 


3275 


Table 3A 


Hs.241578 


NMJH6200 


3276 


literature 


Hs.135756 


NMJ)1621B 



Table 8 

7706235 transcriptional intermediary factor 1 

gamma (T1F1 GAMMA), transcript 

variant alpha, mRNA/cds={84,3467) 
7706241 zinc finger protein mRNA, complete 

cds/cds=(1 073,31 33) 
7705428 hypothetical protein (HSPC014), 

mRNA/cds=(82,507) 
7705430 hypothetical protein (HSPC016), 

mRNA/cds=(38,232) 
7706253 nucleolar protein NOP5/NOP58 

(NOP5/NOP58), mRNA /cds=K0,1 589) 
* 7706257 CGI-06 protein (LOC51604), mRNA 

/cds=(6,1730) 
7705599 pelota (Drosophila) homolog (PELO), 

mRNA/cds=(259,1416) 
7705715 eNOS interacting protein (LOC51 070), 

mRNA/cds=(44,949) 
7706289 mRNA; cDNA DKFZp761P06121 (from 

clone DKFZp761P06121) 

/cds=UNKNOWN 
7705764 CG W8 protein (LOC51 098), mRNA 

/cds={1 07,1 672) 
7706297 CGI-74 protein 

7705782 CGI-72 protein (LOC51 105), mRNA 

/cds=(69,1400) 
7708321 CGI-99 protein (LOC51 637), mRNA 

/cds=(161,895) 
7705603 CGH01 protein (LOC51009), mRNA 

/cds={6,635) 
7705615 CGM12 protein (LOC51016), mRNA 

/cds=(1 58,784) 

7708334 CGI-119 protein (LOC51643), mRNA 

/cds=(0,776) 
7706336 CGM20 protein (LOC51644), mRNA 

/cds=(37,570) 
7706338 peptidylprolyl isomerase (cyclophilin)- 

Bke 1 (PPIL1), mRNA/cds=(227,727) 
7706340 CGH27 protein (LOC51646), mRNA 

/cds=(125,490) 
7705623 CGI-130 protein (LOC51020), mRNA 

/cds=(63,575) 
99941 84 RNA binding motif protein 7 (RBM7), 

mRNA/cdS=(21,B21) 
7705432 HSPC025 (HSPC025), mRNA 

/cds=(33,1727) 
7705820 HSPC041 protein (LOC51125), mRNA 

/cds=(141,455) 
7706370 vesicle transport-related protein 

(RA410), mRNA /cds=(7,1929) 
7705830 cDNA FU11517 fts, clone 

HEMBA1002337 fcds=UNKNOWN 
7705840 putative protein kinase NY-REN-64 

antigen (LOC51135), mRNA 

/cds=(49,1431) 
7706384 HSPC035 protein (LOC51669), mRNA 

/cds=(18,!035) 
1 1 559928 coat protein gamma-cop (LOC51 137), 

mRNA/cds=(15,2639) 
7706730 transcription factor ets (TEL2), mRNA 

/cds=(75,1100) 
7706664 PTD008 protein (PTD008), mRNA 

/cds=(233,553) 
7706666 PTD009 protein (PTD009), mRNA 

/cds={257,916) 
7706672 cDNA: FU21 1 92 fis, clone COL00107, 

highly similar to AF1 65522 ras-related 

GTP-binding protein 4b (RAB4B) 

mRNA /cds=UNKNOWN 

45021 46 amyloid beta (A4) precursor-like protein 
2 (APLP2), mRNA /cds=(72,2383) 

7706636 DEAD/H (Asp-G!u-A!a-Asp/His) box 

binding protein 1 (DDXBP1), mRNA 

/cds=K96,2051) 
7706424 U6 snRNA-associated Sm-like protein 

LSm8 (LOC51691), mRNA 

/cds=(82,372) 
7705343 polymerase (DNA-directed) kappa 

(POLK). mRNA /cds={172,2784) 
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ATACAGCCCCGGCAGAAAACGCCTA 
AAGTCAGATGAGAGACCAGTACATA 

ACCAGAAACTTCAAATGTGTCACAAA 

AGATGAGC AGAACTATCCCGAG GT 

AAAGCGAAGTCATGGGAGAGCCACA 

CTTGATGGTGGAATATAAACTTGGT 

TCCCTGCCATAACATCTTTTG CCACG 

TATAG CTGGAATTAAGTGTTGTCT 

CTGGTGACTCCACACTTCCAACCTGC 

TCTAAAAAACGCAAAATAGAACAG 

TGTGTAGTGGATGGAGTTTACTGTTT 

GTGGAATAAAAAC GGCTGTTTCCG 

ACAGGGA 1 1 ICi I ATGTCTTTGGCTA 

CACTAGATATTTTGTGATTGGCAA 

AGGCCTGAGTGTGTGCGGGAGACCA 

AATAAACCGGCTTGGGTGCGCAAAA 

AAGAAAGAAGAGAGAGAACTTGATGC 

CAAGTCCACGAAAAAACAATTTTT 

GATCCAGCTGTGCTTAAGAGCCAGTA 

ATGTCTTAATAAACATGTGGCAGC 

AAGCACTTGTTTTATTTTGTGTGTGGA 

GTATAAAGGCTACACCCTTATTG 

CCTTTTTCTACAGAATCATCAGGCAT 

GGGTAAGGTGGCTAACGCTGAGAT 

TGGGTATGTTCTAGAGATTTACCACC 

ATTG CTTATTG C 1 1 1 1 I ICTTTAA 

TCTTCTTGATAGATGAGGCCATGGTG 

TAAATGGAAGTTTCAGAGAGGACA 

GTGGGTTGGTCCCACTAATGGAAATG 

GAAATG CCTGAGCCAGGCCAGCGG 

AATCTATTCCTGCACCTGTTACGGTT 

TCTG GAAGCAGTTAATAAAAAGTA 

GCATGGAGTCAGGAGAAAACCACCTT 

CATAAACTGCTCTGTGCAAAGAGG 

ACAAATGCCCCTGTTTATCAATAG GT 

GACTACTTACTACACATGGAACCA 

TGATTATATGCAGATTCCTAGTAGCA 

TGCCTTACCTACAGCACTATGTGC 

GGTCATTGAGCCTCAGGTAGGGAATA 

TATCAACCCGATTTCTTCCTCTCT 

TTTCAAAGTG CCCAGACTGTGTACAA 

AGACAC ATGTAATG GAGATTGTAC 

AGGACCGAAGTGTTTCAAGTGGATCT 

CAGTAAAGGATCTTTGGAGCCAGA 

AGTTTCACTGTCAGAGATATTGTAGG 

TGCTAATACTGGATTTCGTCTCAG 

AGTTAGAAGAGCAATATGTTTCCTTC 

TCTGTAACAGTGTCCTAACAGTGA 

AG CTGCGACTTCCCAGAAG CCTACAT 

AATTATTTG CTCTATGAAGACGTT 

GCCACTAATAACATTGGGCTAATATC 

TGCTGTGCTTCTCTGACAG GTAGT 

AGCATGCAGTTCTCTGTGAAATCTCA 

AATATTGTTGTAATAGTCTGTTTC 

TGAATCTATCCCCCAAGAAACCATCT 

TATCCCTGTAATAAATCAGCATGT 

GTGCTTCCAGGCGG CACTGACAGCC 

TCAGTAACAATAAAAACAATGGTAG 

GTCCATGTTTCTAGGGGTATTCATTT 

G CTTTCTC GTTGAAACCTGTTGTT 

TAGGTCCATAAATGTTGTAATAAATAT 

TCCTTTGATCTTGGTGTTTGCGT 

GCTAGTACCTGTTATTTATTACCTGG 

AGGCCTGTCCAGCACCCACCCTAC 



CCCACTATGCACAGATTAAACTTCAC 
CTACAAACTCCTTAATATGATCTG 

TGTGCTCTGTTTTACCTTACTCTGTTT 
AGAAAAGTATACAAGCGTGTTTT 

TGAGTGTGTCTCTGGATTTTGACCCC 
TTATTGATTCATTGTAATATGTAA 

ACATTTGTAAGGGCTCTCAAAGATTC 
AGACATGCCTATATTATCATAAGA 
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Table 8 

7706705 SH3 and PX domain-containing protein 

SH3PX1 (SH3PX1), mRNA 

/cds={43,1830) 
7705321 membrane protein CH1 (CH1 ), mRNA 

/cds=(124,4341) 
7705898 flavohemoproteln b5+b5R 

(LOC51167), mRNA/cds=(6,1459) 
7705900 myosin XVA (MY015A), mRNA 

/Cds=(338,10930) 
1 0442821 baculoviral 1AP repeat-containing 6 

(BIRC6), mRNA/cds={0,14489) 
7706468 KruppeWike factor (LOC51713), mRNA 

/cds=(84,1151) 
7708470 selenoprotein T (LOC51714), mRNA 

/cds=(1 38,629) 
770621 1 adrenal gland protein AD-004 

(LOC51578), mRNA /ods=(341, 859) 
7706480 M025 protein (LOC51719), mRNA 

/cds=(53,107B) 
7706484 heat shock protein 75 (TRAP1), mRNA 

/cds=(4,2118) 
7706486 bridging integrator 2 (BIN2), mRNA 

/cds={38,1735) 
9994188 protein x 0004 (LOC51 184), mRNA 

/cds=(31,885) 
10047097 CGW7 protein (LOC51095), mRNA 

/cds=(131,1348) 
10047101 60S ribosomal protein L30 Isoiog 

(LOC51187), mRNA/cds=(143,634) 
7706500 Npw38-b!nding protein NpwBP 

(LOC51729), mRNA/cds=(143,2068) 
7706680 REV1 (yeast homology like (REV1L), 

mRNA/cds=(2l2,3967) 
7706506 zinc finger protein 274 (ZNF274), 

mRNA /cds={401 ,2268) 
7706703 putative G-protein coupled receptor 

(SH120), mRNA/cds=(103,1470) 
7705450 hypothetical protein (HSPC1 11), 

mRNA/cds=(62,598) 
7705464 CCR4-NOT transcription complex, 

subunit2(CNOT2),mRNA 

/cds=(115,1737) 
7705480 hypothetical protein FU14639 

(FU14639), mRNA/cds=(273,689) 
7705992 VRK3 for vaccinia related kinase 3 

(LOC51231), mRNA/cds=(118,1542) 
7705368 coatomer protein complex, subunit beta 

(COPB), mRNA /Cds=(178,3039) 
7706006 hypothetical protein(LOC51239), 

mRNA/cds=(0,527) 
7706010 hypothetical protein (LOC51241), 

mRNA/cds=(0,320) 
7705508 hypothetical protein (HSPC207), 

mRNA/cds=(0,620) 
7706044 hypothetical protein (L0C51 258), 

mRNA7cds=(0,38B) 
7706556 hepatocellular carcinoma-associated 

antigen 59 (LOC5*759), mRNA 

/cds=(27,B96) 
7705573 killer cell lectiivlike receptor subfamily 

F, member 1 (KLRF1), mRNA 

/cds=(64,759) 
8394498 ubiquitin associated protein (UBAP), 

mRNA/cds=(172,1680) 
7706622 nlnjurin 2 (N1NJ2), mRNA 

/Cds={56,484) 
7706574 seven transmembrane protein TM7SF3 

(TM7SF3), mRNA/ods=(37,1749) 

7706092 toil-like receptor 7 (LOC51 284), m RNA 

/Cds=(1 35,3284) 
7706098 E2IG2 protein (LOC51287), mRNA 

/cds=(131,421) 
7706728 T-box 3 (ulnar mammary syndrome) 

(TBX3), mRNA/cds=(1ie,1906) 
7706132 DHHC1 protein (LOC51304), mRNA 

/cds=(214,1197) 
7706598 putative zinc finger protein 

(LOC51780), mRNA /cds=(744,4997) 
7705261 TRAF and TNF receptor-associated 

protein (AD022), mRNA /cds=(1 6,1 1 04) 
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TCCGCATCCATTATTTAAACCAGTGG 
AAATTGTCTCTATTTTTGGAAAGT 

ACGGAGCTGTAGTGCCATTAGAAACT 

GTGAATTTCCAAATAAATCTGAAC 

AGCCTTCAGTTTCTTAAATGAAATCAA 

ATGTTCCTTCAGTACAGGTAACT 

CCAGACCCCCATCACTTGATGGGCC 

ACACAAGT7TGAGAGTGGTACAAGG 

TCAGGTTAAACCCAG CAGCAGCAAAG 

AACTCCCCAGTGACTTC CAGTTAT 

GGTGGGCATTTTTGGGCTACCTGGTT 

CGTTTTTATAAGATTTTGCTGGGT 

AGTG CAATAATACTGTATAGCTTTCC 

CCCACCTCCCACAAAATCACCCAG 

AATC ATGTTG CAGAACCAG CAGGTGG 

ATAGTATATAGGTTTATGC CTGGG 

GGTGCAGCGTGTCAGACACAACATTC 

ATGTTACTCTTACATTGGAATCTG 

GGACTGACACCACAGATGACAGCCC • 

CACCTCCTTGAGCTTTATTTACCTA 

ACGACCCATTTTGCAAGACTTAAAGC 

CGGAAGAACACATTTTCAGATTGT 

AGGAATTACTGTAACAAAATATGTAT 

GTCCGAAGGGAAAAAGCTGCAAGG 

TCCTGTGGAATCTGATATGTCTGGTA 

GCATGTCATTGATGGGACATGAAG 

ATGGCACTAGGCAGCATTTGTATAGT 

AACTAATGG CAAAAATTCATG G CT 

ATTTGATTAAAATTATTTCCCACTGAC 

CTAAACTTTCAGTGATTTGTGGG 

AAAGCAAGTGTTrTGTACATTTCTTTT 

CAAAAAGTGCCAAATTTGTCAGT 

AATCTGCACTGATATTACATCCACAG 

TACCACAGTATTTATGTGTATGAA 

ATGGTAGCTGAGCCAAACACGTAGG 

ATTTCCGTTTTAAG GTTCACATG GA 

AAGCCAGAACCTGCTGTTTTCAGGGT 

GGGTGATGTAAATATAGTGTGTAC 

TGACAAATTAG AAGAACGG CCTC ACC 

TGCCATCCACCTTCAACTACAACC 

TCTTTCTG GTTTCTG GAG ATAAC C CA 

TCAATAAAAGCTGCTTC CTCTGGT 

GGGACCCCTCCTACCCTTGACTCCTC 

TGTGCTTTGGTAATAAATTGTTTT 

GTTCTGAATGCTGTCCTCAAAGTATA 

TAATGTTTCATGTACCAAGACCCT 

GACATCTGCTCCCTCCTCCTGCAACA 

CAGCCCAGCCCTGAAGGCCATCCG 

TGGGAAGATCCTGACCTCCTCCAAG 

GAAGAAATCCAGAAAGCCTTAAGAC 

AGCCAGTGATCTCTCTGACTTTCAAT 

CAGTTTCCMGCTTAACCAGGGCA 

AAACGCATCCGCTATCTCTACAAACA . 

CTTTAACCGACATGGGAAGTTTCG 

TCCTCCAGCTGACAGAAAAATCCAGG 

ATGAGATCAGAAGGATACTGGTGT 

TTCCAGGCTTTTGCTACTCTTCACTC 
AGCTACAATAAACATCCTGAATGT 

ACACCTAGTCATAGAAATCAGTCTCT 
CTG GTTTGTTTTGTATTATGTTGT 
CACTGCTTCCTTCTGCTCCAGGCCTC 
AATTTTC CCTTCTTGTAAAATGGA 
ACTTTCGGAGGGAGTTTATTATTGAG . 
TCTTTATCTGTGACAGTATTTGGA 

ATAGAGAGGTAATTAAATTG CTG GAG 

CCAACTATTTCACAACTTCTGTAA 

GTTCCACCAGTATTTAC CAGGAAAAC 

AAAGAATGTGTTAAGGGATGCTCC 

TG CTATTTCCTATTTTC AC CAAAATTG - 

GGGAAGGAGTGCCACTTTCCAGC 

TG CTGCCACTTTTC AATTCTGTCAGT 

GCTTCCACATGGAAACAAAATGCA 

TCACT7TCTGTATTTTAATTTTGTTGA 

AGGGCTGATTGGGATTTCCATGT 

GCATGAAGAGACATAGCCTTTTAGTT 

TTGCTAATTGTGAAATGGAAATGC 



432 



WO 02/057414 



PCT/US01/47856 



3315 


Table 3A 


Hs.107139 


NM_016619 


3316 


db mining 


Hs.106826 


NMJH6621 


3317 


Table 3A 


Hs.92918 


NMJ>16623 


3318 


Table 3A 


Hs.70333 


NM__0 16628 


3319 


Table 3A 


Hs.71475 


NM_0 16630 


3320 


Table 3A 


Hs.278027 


NMJ)16733 


3321 


literature 


Hs.342801 


NM_016734 


3322 


Table 3A 


Hs.324470 
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Hs.85100 


NM_017491 
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Hs.1 39262 
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Hs.6631 
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Hs. 132071 
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Table 3A 
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NM_017835 


3345 


Table 3A 


ns.oUoU 


KIM A170/in 

IMJV|_ U1 1 84U 
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Table 3A 


Hs.39850 


NM,017859 
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Hs.44344 


NM_017867 
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Hs.107213 


NM_017892 
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Table 8 

7706157 hypothetical protein (LOC51316), 
mRNAfcds={101,448) 

7706159 CDMA FU13196 fis, clone 

NT2RP3004428, v/eakhy simflar to 
CHROMO DOMAIN HEUCASE-DNA- 
BINDING PROTEIN 4 /cds={385,2289) 

7705303 hypothetical protein (BM-009), mRNA 

/cds=(385,1047) 
7706169 mRNA for K1AA1844 protein, partial 

cds/cds=(0,1105) 

1 3699804 acid cluster protein 33 (ACP33), mRNA 

/cds=(176,1102) 
8051617 LIM domain kinase 2 (LIMK2), 

transcript variant 2b, mRNA 

/cds=(315,2168) 
9951 91 9 paired box gene 5 (B-cell lineage 

specific activator protein) (PAX5), 

mRNA/cds={448,1623) 
9943847 adducin 3 (gamma) (ADD3), transcript 

variant 1, mRNA/cds=(3l,2l51) 

9055373 ras homolog gene family, member A 

(ARHA), mRNA/cds=<151 t 732) 
8393083 surface glycoprotein, Ig superiamily 

member (CDO), mRNA /cds=(0,3722) 
8393857 nucleoporin p54 (NUP54), mRNA 

/Cds={25,1542) 
9665258 microfibrillar-associated protein 2 

(MFAP2), transcript variant 1, mRNA 

/cds=(1 14,665) 
9257256 WD repeat domain 1 (WDR1), 

transcript variant 1, mRNA 

/cds={202,2022) 
8923794 XIAP associated factor-1 

(HSX1APAF1), mRNA /cds=(0,953) 
8923943 transcription factor NRF (NRF), mRNA 

/cds=(653,1819) 
8922168 over-expressed breast tumor protein 

(OBTP), mRNA/cds=(0,224) 
8923039 hypothetical protein FU20036 

(FU20036), mRNA/cds=(162 ) 1804) 
8923060 hypothetical protein FU20059 

(FU20O59), mRNA/cdS=(25,1290) 
8923087 hypothetical protein FU20080 

(FU20080), mRNA/cds=(315,3044) 
8923268 hypothetical protein FLJ20287 

(FU20287), mRNA/cds=(131,2920) 
8923270 hypothetical protein FU20291 

• (FU20291), mRNA /cds=(1 17,1394) • 
8923294 hypothetical protein FU20312 

(FU20312), mRNA/cds=(133,552) 
8923296 hypothetical protein FU20313 

(FU20313), mRNA /cds=(344,1 699) 
8923317 cDNA FU14089 fis, clone 

MAMMA 1 000257 /cds=UNKNOWN 
8923329 hypothetical protein FU20357 

(FU20357), mRNA/cds=(35 l 2083) 
8923351 hypothetical protein FU20373 

(FU20373), mRNA/cds=(268,849) 
8923369 hypothetical protein FU20396 

(FU20396), mRNA/cds=(107,658) 
8923420 hypothetical protein FU20450 

(FU20450), mRNA/cds=(27,1583) 
8923426 ovarian carcinoma immunoreactive 

antigen (OCIA), mRNA /cds=( 167, 904) 

8923438 chromosome 21 open reading frame 59 
(C210RF59), mRNA/cds=(360,776) 

8923447 mitochondrial ribosoma) protein L1 6 . 

(MRPL1 6), mRNA /cds=(1 1 1 ,866) 
8923486 - hypothetical protein FU20517 

(FU20517), mRNA/cds=(44,1690) 

8923502 hypothetical protein FU20534 

(FU20534), mRNA/cds=(2O,106O) 

8923548 hypothetical protein FU20585 

(FU20585), mRNA /cds={99,746) 

8923558 hypothetical protein FU20604 

(FU20504). mRNA /cds=(99,1478) 
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1 TGTTGTCCCTGAACTTAGCTAAATGG 
TGCAACTTAGTTTCTCCTTGCTTT 

1 TCATAGTGTCAGTGAGGTCCCGTGAG 
TCTTTGTGAGTCCTTGTGTCATCG 



1 GTGCGTAGAATATTACGTATGCATGT 
TCATGTCTAAAGAATGGCTGTTGA 

1 CGTGGTTGTGGGAGGGGAAAGAGGA 
AACAGAG CTAGTCAGATGTGAATTG 

1 G GACATTGGTTATTTTATGCTTTCTTG 
GATATAACCATGATCAGAGTGCC 

1 GCAAGTGTAGGAGTGGTG GGCCTGA . 
ACTGGGCCATTGATCAGACTAAATA 

1 AATCAGAAGAGCCTGGAAAAAGACCT 
AGCCCAACTTCCCTTGTGGGAAAC 

1 TCAACAAAGGGGATTTTGTACACATA 
ACATGGGTTATTTAGTTTAACTCT 

1 CTTTTGTGCAG CGACTATGTTGGTGT 

TAGGGGTGGTGTGGAGATTGTTAA 
1 ATTTATGCCTTAAATGTTTTCTTCCCC 

ATTCCTTCCTCCCCCTCGGTAGG 
1 TTTGTATTTGTGAACTCATCTGTGGG 

AGGAGTAAAGAAAATCCAAAAGCA 
1 CCCCCGTGGG CATGGACCACCTTTAT 

TTTATACAAAATTAAAAACAAGTT 

1 ACTGTAAACTAATCTGTCATTG Mill 
ACCTTCCTTTTCI 1 1 1 ICAGTGC 

1 TACTTGCTGTGGTGGTCTTGTGAAAG 

GTGATGGGTTTTATTCGTTGG GOT 
1 AAAGAATTAGTGTATGCTTCCTGAAT 

AAAAAGGAGCCAAAGTTGATCAGA 
1 AGGGGGTGATTTTTGCTCTTGTCCTG 

AGAAATAACAGTG CTGTTTTAAAA 
1 AGCTTAAGGTTTTAAAAATGTTGCCC 

GTAATGTTGAACGTGTCTGTTAGA 
1 GGATGCACGTACAGAATAGATTCAGC 

CGTCAGGTAATAACATGAAGCAGT 
1 G GACAGTTTCTATTG CTTTTCC Mill 

TCCATCCCTTCC CTACC ATCAAA 
1 AGACTTACATTACTGCTTTAACGTGTA 

TATCACTGGG CATCCCCAAGGGC 
1 GTCAGGTTAG GTCAAAG CCAGGGAG 

TGACAGAATCTGGGAAATCAAACAA 
1 CCTCTTGATGCCTAAGCAGGTAAGCA 

GATGCCTAAGCTGTATTTCTCCAA 
1 TGGATCTGTCAAACTAACACTTATGC 

CTTTAGTCTCATTGTATGAGGTGT 
1 ACCTG CCATCATTG GTCTTTACTAAG 

TGAAGTGACTTCTTTCTTTAACAA 
1 GCTGCCAACTGTAGTAATGATGCTTT 

TAATAAAAGTGACCCATGATATGC 
1 ACTGTTGTCCCCCCACCCTnTTTCC 

TTAAATAAAGTAAAAATGACACCC 
1 TGTGAATACTGTGTAGCAGGATCTTG 

AGAGTCCTTGTTCTTACATAGGCA 
1 AAGAG GCTTCCATCC CTCCTTCCTTC 

TTTCCTCCTACAGTGCTGAGCAAA 
1 GTTGAATTGGGGTGGATGGG GGGAG ■ 

CAAG C ATAATTTTTAAGTGTGAAG C 

1 TCACCAGCTGATGACACTTCCAAAGA 
GATTAGCTCACCTTTCTCCTAGGC 

1 CCCACTGAAGTCTTTGGGTAGCTCTT 
AAGCCATAACTAAGGAG CAGCATT 

1 AGTGACGAGGAGGAAGTGGCCTACA 
CGGGTTAG CTGCCCAGTGAGCCATC 

1 AACAGAAGTCAAGAGAACATAGACCA 
ACTTGCTGCATGAGTAAGGTGGCT 

1 TTTTCCCTG CTATTGA G GAAGTATTTT 
GCCTTCCCTACTCACTGAGAAGT 

1 C G GAAC CAGAATTTGATCTC AACTAT 
GTTCCACTAAAGGCACAGGAATGG 
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NMJ>18477 
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db mining 


Hs.10669 


NM_018482 
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Hs.102652 


NM_018489 
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Hs.160271 


NM_018490 
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Hs.7535 


NM_018491 
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Table3A 


Hs.104741 


NM_018492 



Table 8 

8923562 hypothetical protein FU206O7 

(FLJ20607), mRNA /cds=(4B t 698) 
8923570 hypothetical protein FU2061 8 

(FU20618), mRNA /cds=<31 8,725) 
8923599 hypothetical protein FLJ20644 

(FU20644), mRNA/ods^e.ieST) 
8923601 hypothetical protein FU20647 

(FU20647), mRNA /cds=(90,836) 
8923614 hypotheUcal protein FLJ20671 

(FU20671), mRNA/cds=(72,494) 
8923662 hypothetical protein FU20736 

(FU20736), mRNA/cds=(130 t 1851) 
7662439 K1AA1001 protein (KIAA1001), mRNA 

/cds=(458,2035) 
8922464 hypothetical protein FU 10496 

■ (FU10496), mRNA /cds=(13,429) 
8922341 hypothetical protein FU10307 

(FU10307), mRNA /cds=(28,462) 
8922433 hypothetical protein FU1 0462 

(FU10462), mRNA/cds=(147,1694) 
8922449 hypothetical protein FU1 0482 

(FU10482), mRNA/GdS=(149.1369) 
8922572 hypothetical protein FU 10552 

(FU10652), mRNA /cds=(50,1 141) 
8922582 chromosome 19 open reading frame 5 

(C19orf5), mRNA/cds=(175,2193) 
8922653 hypothetical protein FU 10769 

(FU10769), mRNA/cds=(14 ( 1186) 
8922683 hypothetical protein FU1 0808 

(FU10808), mRNA /cds=(1 80, 1 559) 
8922730 hypothetical protein FU10875 

(FU10875), mRNA /cds=(1 00,2037) 
8922734 hypothetical protein FU 10 879 

(FU10879), mRNA /cds=(1 0,2490) 
8922763 hypothetical protein FU10914 

(FU10914), mRNA /cds=(71 ,685) 
8922793 mitochondrial ribosom3l protein S4 

(MRPS4), mRNA/cds=(47,601) 
8922813 hypothetical protein FU1 1000 

(FU11000), mRNA /cds=(223,780) 
8922872 hypothetical protein FU1 1110 

(FU11110), mRNA /cds={44,1 033) 
8922883 hypothetical protein FU1 1 125 

(FU11125), mRNA/cds=(203,712) 
8922910 hypothetical protein FU1 1164 

(FU11164), mRNA /cdS={56,1 384) 
8922957 hypothetical protein FU1 1259 

(FU11259), mRNA/cds=(87,485) 
8922959 hypothetical protein FLJ1 1 264 

(FU11264), mRNA /cds=(362,1189) 
8922984 hypotiietical protein FU1 1296 

(FU11296), mRNA ^=(303,1226) 
8923000 hypothetical protein FU11342 

(FLJ1 1342), mRNA /cds=(1 0,930) 
9055235 VNN3 protein (HSA238982), mRNA 

/cds=(45,1550) 
8922086 BRGI-Associated Factor 250a 

(BAF250a) mRNA, complete cds 

/Cds=(378,7235) 
8922092 uncharacterized bone marrow protein 

BM036 (BM036), mRNA /cds=(95,796) 

8923807 uncharacterized hypothalamus protein 

HT010(HT010), mRNA 

/cds=(226,1419) 
8923715 brain expressed, X-linked 1 (BEX1), 

mRNA /cds=(17l, 548) 
892371 1 uncharacterized hypothalamus protein 

HARP11(HARP11), mRNA 

/cds=(80,1333) 
8923867 mRNA for KIAA1249 protein, partial 

cds/cds=(0,2850) 
8922080 hypothetical protein ASH1 (ASH1), 

mRNA /cds=(309,9218) 
8923700 G protein-coupled receptor 48 

(GPR48), mRNA/cds={444,3299) 
13236498 COBW-like protein (LOC55871), 

mRNA/cds=(64,125l) 
8923876 PDZ-binding kinase; T-celJ originated 

protein kinase (TOPK), mRNA 

/cds=(154.1122) 



CGCACCTTGTGTCTTGTAGGGTATGG 

TATGTGGGACTTCGCTG I I I I I AT 

AG CAGTTATATTGCCC CTTG GTTTTTA 

TTCAGTTTAACTACTGTTTCCAA 

AGCAAAATCCTCAGAAATGGTCTAAA 

TAAAACACTTGATATGCCTAGAGA 

TGATTTTGCAACTTAG GATGTTTTTGA 

GTC C CATG GTTCATTTTGATTGT 

TTACCTGGATTCCATTGG CTGGTTTT 

ACCACTCCTATCAGATTGTAGTGT 

CTCTTTGCCCTCTATCCTGAGTAACT 

AATG GACATCTTCTCATGC AAGGT 

GCCACAGAATGGTCACCCAGCTTATT 

TAGGTGTAGACAAGTATGACACAG 

GCCACAGAGGCTCCAATACCTGGGA 

ATGTTCACAAAGTCATCAACTG GAA 

AGAATGTGTGTGCCTGTGGGTCTCTA 

CAAGTGACAGATGTGTTGTTTTCA 

TCCAAATTGTTTCCTAACATTCTATTT 

TATG CCTTTGCGTATTAAACGTG 

GCCTCTACTGTGGCCTCAACCCTGG 

CAATTATAGCTACTCCCATCCCTTA 

AACTGAACACAATTTTGGGACAACGT 

TTAAACATTACTTTTCATACTTGA 

CTCAGCCCAGCCCGCCTGTCCCTAG 

ATTCAGCCACATCAGAAATAAACTG 

ACTGTGCCATGGACATTTTTCCTCTG 

G GGAATTAACATCT AAATTCTGGT 

ACAACGCTCTTAGAGAATCCGTGAAT 

GTGAACAGACAAATGTG G CTAACC 

TAGGAGAATAAGAGTCTGGAGACTG 

GGAGCCTTCACTTCGGCCTCCGATT 

TGCTGAGTGGTTACACTTTGCAAGCT 

GTGGTGAAGATCACACTGTGAAGA 

CCC AGTGCTGATG GAG ATGCCACTTT 

CGTGTGACTGCGAACATTAAAGCA 

TGTTCAGGATCTCCTCCCTTGTTTAA 

ATGTCAATAAATGCCCCAACTGCT 

TTATTCATATATTCCTGTCCAAAGCCA 

CACTGAAAACAGAGGCAGAGACA 

AGGTCATCCACACACTTCTGCCCCCA 

CTG CATTG AATTTTTTG CTTATGT 

TTTTCGTTCTCCTCCTACCCCAGATC 

TCTACAAGGACATTGCCCCTAAGC 

ACCTACAGAAATGGTCACATGGT 

AGGATGTTTGTAGTGCTATAATATAG 

AATGGGATTTACTCTGCTTTACCA 

AGCTAATTATCTC7TTGAGTCCTTGCT 

TCTGTTTGCTCACAGTAAGCTCA 

TCCTACTTATTTAAGCTATTTGAGCTC 

CGGGTCTCTTCTACCTGCATTCT 

AGTGATTGCCACCTAAATCAGAAGAC 

GTTCTAAAGTCAGTAAGAAAGTGT 

CACGCTTAGGGCAGGGATCTGGGAA 

ATTCCAGTGATCTCCTTTAGGAGAG 

TTTCTAATCGAGGTGTGAAAAAGTTC 

TAGGTTCAGTTGAAGTTCTGATGA 

TCATTCTGTTTTTGATG AACATTTG GA 
AACTGTCGGGC 1 1 1 1 IATTAAAG 

CAATGCCCTGTGT TAAAT TGTTTAAAA 
GTTTCCCTTTTC 1 MM IGCCAA 

ACCTATTGCATG GAAAGATGCTCATT 
ATAGTGAAGTTAATAAAGCACCTT 
AGAGGACTATAGTGGAAGTGAAAGCA 
TTCTGTGTTTACTCTTTG CATTAA 

TGAATTGCACTGTGAAAAGCACTCTT 

CCCTCTCAGTTTTCGTTCATCCTG 

CCATGGGGTCA GAAGGGCAC GGTAG 

TTCTTG CAATTA 1 1 1 1 IGI 1 1 IACC 

AATGTGGGAAGGATTTATTTACAGTG 

TGTTGTAATTTTGTAAGGCCAACT 

AGCTACTGTGACAGAAACAGAAAAGC 

AGTG GACAAC ACGTTTC CAAGAAG 

TGCTCATGCTGACTTAAAACACTAGC 

AGTAAAACGCTGTAAACTGTAACA 
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Hs.147644 
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NMJJ18579 
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NM_018579 
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Hs.52891 


NMJJ1B607 
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Hs.1 03657 


NM_018623 
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Hs.241576 


NM_018630 
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Hs.283022 


NM.018643 
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Hs.14317 


NMJM8648 
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Hs. 195292 


NM_018666 
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Hs.8117 


NMJ)1B695 
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Hs.78825 


NM_018634 


3402 
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Hs.44163 


NM_018838 


3403 


Table 3A 


Hs.183842 


NM_018955 


3404 


db mining 


Hs.44234 


NMJH8965 
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Hs.274428 


NMJ)18975 


3406 
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Hs.61053 


NMJM8986 


3407 
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Hs.80618 


NMJ)18995 
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Hs.83954 


NM_019006 


3409 
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Hs.98324 


NM_019044 
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db mining 


Hs.110746 


NMJ)19052 


3411 


Table 3A 


Hs.274248 


NMJJ19059 
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NM_019062 
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NM_019081 
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NM_019111 
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NMJH9555 
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NM_019604 
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NMJH9853 
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Table 8 

8924082 hypothetical protein PR01B43 

(PR01843), mRNA/cds=(964,1254) 
8924144 hypothetical protein PR02266 

(PR02266), mRNA/cds=(258,626) 
7770258 PR02975 mRNA, complete cds 

/cds=UNKNOWN 
1 009261 2 zinc finger protein 331 ; zinc finger 

protein 463 (ZNF361), mRNA 

feds=(376,1767) 
8924027 mitochondria solute carrier protein 

(MSCP) mRNA, complete cds, 

alternatively spliced /cds=(44,511) 
8924027 mitochondria solute carrier protein 

(MSCP) mRNA, complete cds, 

alternatively spDced /ods=(44,511) 
13699864 hypothetical protein PR01853 

(PR01853), mRNA/cds=(472,771) 
89241 37 PR02219 mRNA, complete cds 

/cds=(823,1056) 
89241 81 hypothetical protein PR02577 

(PR02577), mRNA /cds={491, 664) 
8924261 triggering receptor expressed on 

myeloid cells 1 (TREM1), mRNA 

/cds={47,751) 
8923941 nucleolar protein family A, member 3 

(H/ACA small nucleolar RNPs) 

(NOLA3), mRNA/cds=(97,291) 
8924241 putative tumor antigen (SAGE), mRNA 

/cds=(167,2881) 
8923908 erbb2-interacting protein ERBIN 

(ERBB2IP), mRNA/cds=(323.4438) 
10047081 matrin 3 (MATR3), mRNA 

/Cds=(254,2800) 
10092656 13kDa differentiation-associated 

protein (LOC55967), mRNA 

/cds=(53,490) 
11024713 ubiquitin B (UBB), mRNA 

/cds=(94,783) 
9507202 triggering receptor expressed on 

myeloid cells 2 (TREM2), mRNA 

/cds={94,786) 
9507032 TRF2-interacting telomeric RAP1 

protein (RAP1), mRNA /cds=(1 38,1 034) 

9506676 hypothetical protein (FU20356). 

mRNA ;cds=(91, 3285) 
9506648 hypothetical protein (FLJ2001 5). 

mRNA /cds=(31 ,522) 
9506852 protein associated with PRK1 (AWP1), 

mRNA/cds=(244 l 804) 
9506632 hypothetical protein (FU10996), 

mRNA /cds=(1 35,857) 
9506772 HCR(a^eJixcoiled-coilrod 

homotague) (HCR), mRNA 

/cds=(79,2427) 
9506858 hypothetical protein FU20758 

(FLJ20758), mRNA /cds=(464,1306) - 
9506662 hypothetical protein (FU20225), 

mRNA/cds=<177,860) 
11464998 KIAA0430 gene product (KIAA0430), 

mRNA /cds=(0,3599) 
9506780 major histocompatibility complex, class 

II, DR alpha (HLA-DRA), mRNA 

/cds=(26,790) 
9506400 Rho guanine nucleotide exchange 

factor (GEF) 3 (ARHGEF3), mRNA 

/cds=(127,1707) 
14141155 heterogeneous nuclear 

ribonucleoprotein H2 (H 1 ) (HNRPH2), 

mRNA /cds={78,1 427) 
9624976 class-l MHC-restricted T cell 

associated molecule (CRTAM), mRNA 

/cds=(0 ( 1181) 
9624976 class-l MHC-restricted T cell 

associated molecule (CRTAM), mRNA 

/cds=(0,1181) 
9790172 protein phosphatase 4 regulatory 

subunH 2 (PPP4R2), mRNA 

/cds=(417,177B) 
9910435 Mus musculus cDNA sequence 

AB041581 (AB041581), mRNA. 



TCCAATGCAGTCCCATTCTTTATGGC 

CTATAGTCTCACTCCCAACTACCC 

GGTGTCTGACTTAATGACTCCTGCTG 

AAGTTGAATTGTGAGATGTTATCC 

CATTTGTCTGGAAATGCTGCCGGGAG 

CCTATTGTGTAAATGTAGGTATTT 

GCG GGAAGG CATGTAACCACCTAAA 

CCATCTCCGAGAACATCAGAGGATC 

CAGGTCAACCCCCACCG GAC CTACA 
ACCCGCAGTCCCACATCATCTCAGG 

CAGGTCAACCC CCACCGGACCTACA 
ACCCGCAGTCCCACATCATCTCAGG 

TTTAGGGTTGTGACTGGCTTTG GTGC ■ 
AAATGTGT G CTC AAG CTAATAAGT 
ACTTGTGTTTTGTTTGGGGGCTGGGA 
AATGTATTTTTAC ATTGTAG CCAA 
AACATTGTGCTCTAACAGTATGACTA 
TTCTTTCCCCCACTCTTAAACAGT 
CCAAGGGAGGAGGGAGGAGGTAAAA 
GGCAGGGAGTTAATAACATGAATTA 

TACTCTTTGGCATCCAGTCTCTCGTG 
GCGATTGATTATGCTTGTGTGAGG 

CCTTCCAGAAGCTACGAAAAAGGGA 

GCTGTTTAAATTTAATAAATCTCTG 

AAGTGCCATAGAAGACCAATAACTGT 

TTAGTTGAGGCTAGTCTGGAACCT 

TGGATTCAAGTTACTGAAGTGAATAC 

CAATAAAAAGAAAACCCTAGGCCA 

AGGAGTGGATCCCACCTTCAACACCT 

TACAAGTAAAGACAATGAAGAACA 

CAGTAATAGCTGAAC CTGTTC AAAAT 
GTTAATAAAGGTTTCGTTGCATGG 
AGGGAGTGGGGAGGTGGTAAGAACA 
C CTGAC AACTTCTGAATATTG GACA 

AAAATTAGTGGATTGACTCCACTTTG 
TTGTGTTGTTTTCATTGTTGAAAA 

AATGGAGGCACGAACGCAGGGGCCA 

AATAGC AATAAATGG GTTTTGTTTT 

TGTTTTGATTGTTTTGCAAG GAAGAA 

AGACAATGGAATAACATACCTTCA 

TCATTGCTGTCTACAGGTTTCTTTCA 

GATTATGTTCATGGGTTTGTGTGT 

GAAAACAGACCTTGTGCTGAGGACAC 

GTCAATAAAAATTATACCTTCCCC 

GGGATACCAGCTGAGTCTGAATTCTG 

CTCTAAATAAAGACGACTACAGAG 

TGGCTCGGATAAGAGATGGGACATC 
ATTCAGTCACTAGTTGGATGGCACA 
AACTTGATGAAAGTATTGCAGTATTG 
ATG CCATTGTAG AATAGAACTG GA 
TTTGTGTGTTGGGACCAAACAGTTGT 
CAATAAACTTTACAAGCGAGCATC 
CATGGGGCTCTCTTGTGTACTTATTG 
TTTAAG GTTTC CTCAAACTGTGAT 

AGGTGGTCAATGAATGTTTTGATGAA 
ATGAATGTTTTTGTATAATGGCCT 

ACG G GAC AATTTTAA GATGTAATACC 
AATACTTTAGAAGTTTGGTCGTGT 

ACAGCAAACTTTGGCATTTATGTGGA 
GCATTTCTCATTGTTGGAATCTGA 

ACAGCAAACTTTGGCATTTATGTGGA 
GCATTTCTCATTGTTGGAATCTGA 

ACTTTTATGTAAAAAAGTG CACCTTTA 
GTTTTACAAGTAAAGCAGGTTGT 

TCTTAATAATAATGAAGAC GACTTAC C 
CTGTGGAATTGAACACACTGGTG 
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Hs.287389 


NMJ320525 
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Hs.81326 


NMJ320529 
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Hs.78888 


NMJD20548 
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literature 
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NM_020648 
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literature 
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Hs.295231 


NM_020666 
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Hs.105052 


NMJ)20979 


3445 
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Hs.1 04624 


NM_020980 
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NMJ)20993 
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Hs.178391 
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literature 
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Table 8 

1 00471 27 potassium channel modulatory factor 

(DKF2P434L1021), mRNA 

/cds=(53,1198) 
1 00471 29 endomembrane protein emp70 

precursor Isolog (LOC56889), mRNA 

/cds=(19,1779) 
991 0349 putative helicase RUVBL (LOC56897), 

mRNA /cds=(238,1 575) 
9910541 GTP-binding protein SAR1 (SAR1) 

mRNA, complete cds /cds=(1 24,720) 
991 0251 Homo sapiens. Similar to RIKEN cDNA 

1200014H14gene t clone 

IMAGE:313S657, mRNA, partial cds 

/cds=(0,523) 
14550404 postreplication repair protein hRAD1 8p 

(RAD18), mRNA/cds=(77,1564) 

9910183 DC 13 protein (DC 13), mRNA 

/cds=(175,414) 
991 0247 GL004 protein (GL004), mRNA 

/cds=(72,728) 
9910259 HCNP protein; XPA-binding protein 2 

(HCNP), 

9910199 hypothetical protein DKFZp547l014 

(DKF2p547l014), mRNA 

/cds=(1774,2166) 
8923488 hypothetical protein FLI 2051 9 

(FU20519), mRNA/cds=(74,604) 
9945319 cyclin L ania-6a (LOC57018), mRNA 

/cds=(54,1634) 
9966826 PEST-contaming nuclear protein 

(pcnp), mRNA /cds=(1 8,554) 
9966798 disrupter of sDencing 1 0 (SAS1 0), 

mRNA/cds=(161,1600) 
9966854 PR/SET domain containing protein 07 

(SET07), mRNA/cds=(150,1331) 
14589940 protocadherin 9 (PCDH9), mRNA 

/cds=(1 18,3729) 
14251213 sperm autoantigenic protein 17 

(SPA17), mRNA/cdsK^IO.ieeS) 
1 0092624 interleukin 22 (JL22), mRNA 

/cds=(71,610) 
1 009261 8 nuclear factor of kappa light 

polypeptide gene enhancer in B-cefls 

inhibitor, alpha (NFKB1A), mRNA 

/Cds=(94,1047) 
10140852 diazepam binding inhibitor (GA6A 

receptor modulator, acyl-Coenzyme A 

binding protein) (DBI), mRNA 

/cds=(0,314) 
10190663 twisted gastrulation CTSG), mRNA . 

/cds=(13,684) 
101 90699 activationn nduced cytidi ne deaminase 

(AICDA), mRNA/cds=(76,672) 

10190705 CLK4 mRNA, complete cds 
/cds=(153,1514) 

1 0280625 adaptor protein with pleckstrin 

homology and src homology 2 domains 
(APS), mRNA/cds=(127,2025) 

1 1038652 aquaporin 9 (AQP9), mRNA 

/Cds=(286,1173) 
10337612 B-cell CUL/lymphoma 7A (BCL7A), 

mRNA/cds=K953,1648) 
10337616 suppressin (nuclear deformed 

epidermal autoregulatory factor- 1 

(DEAF-1)-related) (SPN), mRNA 

/cds=(356,2011) 
10445222 ribosomal protein L44 (RPL44), mRNA 

/cds=(37,357) 
10518339 musdebiind (Drosophila)-like (MBNL), 

mRNA /cds=(1414,2526) 
1 08001 31 H2A histone family, member P 

(H2AFP), mRNA/cds=(30,422) 
10835024 NADH dehydrogenase (ubiquinone) 

flavoprotein 2 (24kD) (NDUFV2), mRNA 

/cds={1 8,767) 
1 08351 06 myotubulartn related protein 3 (MTMR3) 

10863874 ribosomal protein L41 (RPL41), mRNA 
/cds=(83,160) 
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1 GCTGCTGTGTGTATTTATGAATATTAA 
TGAATAAAAACTGCTTGGATGGT 

1 ACCGTGTAAAGTGGGGATGGGGTAA 
AAGTG GTTAACGTACTGTTGGATCA 

1 TAAATTTATTTATTTATGAAAAAACCT 
CGTGCCGAATTCTTGGCCTCGAG 

1 GGGTTTCC GCTGGCTCTCCCAGTATA 
TTGACTGATGTTTGGACGGTGAAA 

1 GTACAGTTACTCATGTCATTGTAATG 
ATTTCACTCCTAACTGTGACATTT 



1 ACTGAGTTGTCAGAAATTATGTCAAA 
ATGAAAACTGTTTGTTTCATGACA 

1 ACCTGACTTCACCATGTTTATTCC CTT 

TGCCTACAACCAGTTAATATCTG 
1 TCATGC GTGAACAATTTAAAAAACGA . 

CAGAATAAGGTACAAATGTAGTGT 
1 CCCATCCCCCCTCCCCACCCCCATC 

CCCAATACAGCTACGTTTGTACATC 
1 CCAAC AAAATTGG GATCATC CAAACT 

GAGTCCATCTGGCTAATTCTAAAT 

1 TGACTG GAACTGAGAGTAAATTG G GA 

ATGTATGACCAATCTTAGACCCTG 
1 TGTTTAAATGATGGTGAATACTTTCTT 

AACACTGGTTTGTCTGCATGTGT 
1 ACCTAAG GTCAAG CTG GGAGAGAGA 

AATGACTGAGATGAATGTCTTTACT 
1 GCTTAGGGAAATTTCACAGTTCATTG 

TGGAGTGTTAAACTTAGAACATGT 
1 TGTTACAGGTTTCCAAGGTGGACTTG 

AACAGATGGCCTTATATTAC CAAA 
1 TGTTACTG CTTTGCC AGTTCTACGTT 

ATTTAC AATTATTCAG CTCTTG CA 
1 TTTCTGTATTGCAGTGTTTATAGGCTT 

CTTGTGTGTTAAACTTGATTTCA 
1 AACTAACCCCCTTTCCCTGCTAGAAA 

TAAC AATTAGATG C C C CAAAGCGA 
1 GTTTGTGTTACCCTCCTGTAAATGGT 

GTACATAATGTATTGTTG GTAATT 



1 G CTCACCATACGGCTCTAACAGATTA 
GGGGCTAAAACGATTACTGACTTT 



1 CGGCTGATGGGACAGGAATTGAAGA 
AGAGAATTGACTCGTATGAACAGGA 

1 TGGTGCTACGAAGCCATTTCTCTTGA 
TTTTTAGTAAACTTTTATGACAGC 

1 TGAGAAACTGTTTGACCTGGTTCGAA 
GAATGTTAGAATATGATCCAACTC 

1 G GTG GGACACGCCAAGCTCTTCAGT 
GAAGACAC GATGTTATTAAAAG C CT 



1 TGCTTTGAAGCTACCTGGATATTTCC 
TATTTG AAATAAAATTGTTC G GTC 

1 ATCGCCAAGAACCTGGTTAGAGGCAT 
AAAGACC 1 1 1 1 1 I CACCGTTACCT 

1 TGCTGCGACGCACATACATACGTGTT 
GTGTCTGTCAATAAAGTGTAAATA 



1 TGGGAGGAGATAAGAAGAGAAAGGG 

CCAAGTGATCCAGTTCTAAGTGTCA 
1 TGCAGTAGTTGACTTTGCTGTATGGA 

AAAATAAAGTGAAATTGCCCTAAT 
1 GCTAAATAAGGAATACTCATGCCAAG 

ATCATCGAATTGTGCCTCCTCCCT 
1 ACCCAAGGGACCTGGATTTGGTGTAC 

AAGCAGGCCTTTAATTTATATTGA 

1 GG AGTCAG TCAGTGCTCCTATATTTT 
TCATTTTTTGTCAAAGCAAGAAGT 

1 TTTGTGGCCGAGTGTAACAACCATAT 
AATAAATCACCTCTTCCGCTGTTT 
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Table 8 

10863876 phospholipid scramblase 1 (PLSCR1), 
mRNA/cds=(256,1212) 

1 1 056080 thymosin, beta 4, X chromosome 
(TMSB4X), mRNA /cds=(77,211) 

1 2669906 fatty-ackJ-Coenzyme A ligase, long- 
chain 2 (FACL2), mRNA /cds=<1 3,21 09) 



Hs.96 



NM_021127 



Hs.71618 NM 021128 



Hs. 184011 NM.021129 



3460 Table 3A Hs.267690 NMJB1130 

3461 literature Hs.84981 NM_Q21141 



Hs.12743 NM_021151 
Hs.7137 NM 021188 



10863922 

14589956 

11056043 

10863926 
12408650 



10863952 
10863994 



Hs.8185 NMJ521199 10864010 

Hs.12152 NM 021203 14917112 

Hs.25726 NMJ)21211 10864022 

Hs.29417 NM.021212 10864024 

Hs.274363 NMJ)21257 10864064 

Hs.19520 NMJ321603 11125763 

Hs.104305 NWL021621 14719827 

Hs.17757 NM_021622 11055985 



3472 Table 3A Hs.108747 : NMJ)21626 

3473 Table 3A Hs.3826 NMJ)21633 



Hs.155418 NMJE1643 
HS:279681 NM 021644 



11055991 
11056005 

11056053 
14141158 



Hs.174030 NM_021777 11496893 

Hs.288906 NM_021818 11141888 

Hs.10724 NM_021821 11141894 

Hs.154938 NM.021825 11141900 

Hs.302003 NMJ)21922 11345453 

Hs.7174 NM 021931 11345467 



phorboM 2-myristate-1 3-acetate- 
induced protein 1 (PMAIP1), mRNA 
/cds=(l73,337) 

polymerase (RNA) U (DNA directed) 
polypeptide L (7.6kD) (POLR2L), mRNA 
/cds=(21.224) 

pyrophosphatase (inorganic) (PP), 
nuclear gene encoding mitochondrial 
protein, mRNA/cds=(77,946) 
mRNA for KIAA1228 protein, partial 
cds/cds={0.2176) 

X-ray repair complementing defective 
repair in Chinese hamster cells 5 
(double-strand-break rejoining; Ku 
autoantigen, 80kD) (XRCC5), mRNA 
/cds=(33,2231) 

carnitine O-octanoyltransferase 
(CROT), mRNA/cds=(13B,1974) 
clones 23667 and 23775 zinc finger 
protein (LOC57B62). mRNA 
/cds=(l82,1618) 

CG1-44 protein; sulfide dehydrogenase 
like (yeast) (CGi-44), mRNA 
/cds=(76,1428) 

APMCF1 protein (APMCF1), mRNA 
/cds=(16,831) 
transposon-derived Busteii 
transposase-like protein (LOC58486), 
mRNA/cds=(468,2549) 
HCF-binding transcription factor 
Zhangfei (ZF), mRNA/cds=(457 l 1275) 
neuroglobin (NGB), mRNA 
/cds=(0,455) 

FXYD domain-containing ion transport 
regulator 2 (FXYD2), transcript variant 
b, mRNA/cds=(67 r 261) 

death effector filament-forming Ced-4- 
fike apoptosis protein (DEFCAP), 
transcript variant B, mRNA 
/cds=(522,4811) 
pleckstrin homology domain- 
containing, family A (phosphoinositide 
binding specific) member 1 (PLEKHA1), 
mRNA/cds=(66,1280) 
serine carboxypeptidase 1 precursor 
protein (HSCP1), mRNA 
/cds=(32,1390) 
cDNA FU14750 fis, clone 
NT2RP3002948, weakly similar to 
RING CANAL PROTEIN ■ 
/cds=(200,1906) 

GS3955 protein (GS3955), mRNA 
/Cds=(1 225,2256) 

heterogeneous nuclear 
ribonucleoprotein H3 (2H9) (HNRPH3), 
transcript variant 2H9, mRNA 
/cds=(1 18,1 158) 

a disintegrin and metalloproteinase 
domain 28 (ADAM28), transcript variant 
1,mRNA/cds={47,2374) 

WW Domain-Containing Gene 
(WW45), mRNA/cds=(215,1368) 

MDS023 protein (MDS023), mRNA 
/Cds=(335,1018) 

hypothetical protein MDS025 
(MDS025), mRNA/cds=(5.769) 

Fanconi anemia, complementation 
group E(FANCE), mRNA 
/cds=(185,1795) 

hypothetical protein FU22759 
(FU22759), mRNA/cds=(2,2113) 



PCT/US01/47856 



1 TTCTACATGAAATGTTTAGCTCTTACA 
CTCTATCCTTCCTAGAAAATGGT 

1 GGACGACAGTGAAATCTAGAGTAAAA 
CCAAGCTGGCCCAAGTGTCCTGCA 

1 TGTTTTGGGGTCTGTGAGAGTACATG 
TATTATATACAAGCACAACAGGGC 

1 AGGAACAGTTAGTTCTCATCTAGAAT 
GAAAGTTCCATATATGCATTGGTG 

1 TGTGTGTGTATCCCATACCCCACTCT 
GGAAGGAACCATCCAGTAAAGGTC 

1 GTGCAAGGGGAGCACATATTGGATG 
TATATGTTACCATATGTTAG GAAAT 

1 TTTCCTTGTTCCCTCCCATGCCTAGC 
TGGATTG CAGAGTTAAGTTTATGA 

1 ACCCAGTCACCTCTGTCTTCAGCACC 
CTCATAAGTCGTCACTAATACACA 



1 TGAATCACATTGTCA GAATTTTTTCCT 
CCTCGCTGTTCAATTTTGTAGTT 

1 A GATG CCTTGTTG CTTTGAAGAAG GG 
AGTGATGTCAATTCTCTTGTTACA 

1 CCATGTGGGCTACTCATGATGGGCTT 
GATTCTTTGGGAATAATAAAATGA 

1 AAAAGTTCTCTGTAGATTTCTGAAGT 
GCATATTCATTGATGCCAAGAAAA 

1 GGAG G AGTTTG CATGTCTCATGATAA 
CCAAATGTAAGATGAAAATAAAAG 

1 TTG GTGACTTAGTGATTTTGTCATTTT 
TTACATC AACTTCATG GTCTTGT 

1 CGCCCGGCAGCCCCCATCCATCTGT 
GTCTGTCTGTTGGCCTGTATCTGTT 

1 GGC ATC GCCAAC G CCTGCCTCGTGC 
CACCTCATGCTTATAATAAAGCCGG 



CTGGCTGTGTCACAGGGTGAGCCCC 
AAAATTGGGGTTCAGCGTGGGAGGC 



GCCGTCCTCAGTTACCTTTCATGAGG 
CTTCTAGCCAAAGATGATAAAGGG 



AGGATAAAATCATTGTCTCTGGAGGC 
AATTTG GAAATTATTTCTG CTTCT 

CGGGTGATTACAGGCACCAGTGCAG 
TGATGATTGTACTTATTTGACACAT 



GCCTCTGGTGCTTTGTCCTGTATTTG 
GTTTAATGTTTTTGTCCTAATCTC 
TTGATGTGAATTCAGTTATTGAACTTG 
TTACTTGTTTTTGCCAGAAATGT 



AAG CTTCGAACTCAAAATCATGGAAA 
GGTTTTAAGATTTGAG GTTG GTTT 

CCCAGTTAGATATCAGTGAGTTTGAA 
TAACTGAAGAAATGTTGACAATGT 
AAGTACACCTGTCAGCTGTTTCTTAC 
CACTTCGATG GTTGTGATTAATTT 
TGTTTGCTTGAACAGTTGTGTAAATC 
ATACAGGATTTTGTG GGTATTGGT 
TGACCTTCTGTGTTTTTGTTTCTGACT 
TGAATAATTTATCAATGGTGTTG 

CCAGGG CTGCTTTGCTGTGATGATGA 
TTG C ATTTCAACACATG CC AGATG 
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literature 
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Hs.15220 
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NM_022485 


3497 


Table 3A 


HS;26367 


NM_022488 
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Hs.275865 


iiii nonces 
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Hs.161786 


NMJJ22570 
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literature 


Hs.65328 


NM_022725 
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Hs.7503 


NM_022736 
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HS.1 94477 


NM_022739 
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Hs.34516 
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Hs.1 54057 


NM.022790 
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Hs.121849 


NMJJ22818 
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Hs.146123 


NM_022894 
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Table 3A 


Hs.57987 


NM_022898 


3511 


Table 3A 


Hs.128003 


NM.022900 



Table 8 

1 1 3861 86 membrane-spanning 4-domains. 

subfamily A, member 2 (Fc fragment of 

IgE, high affinity I, receptor for; beta 

polypeptide) (MS4A2), mRNA 

/Cds=(90,983) 
1 141 5027 T-cell leukemla/r/mphoma 1 A (TCL1A), 

mRNA/cds^45,389) 
1 1 496238 v-rel avian reticuloendotheliosls viral 

oncogene homolog A (nuclear factor of 

kappa light polypeptide gene enhancer 

in B-cells 3 (p65)) (RELA), mRNA 

/cds=(38,1651) 
13676856 hypothetical protein FU 14642 

(FU14642), mRNA/cdS=(23,583) 
1 1 527399 DNA sequence from PAC 75N1 3 on 

chromosome Xq21 . 1 . Contains ZNF6 

like gene, ESTs, STSs and CpG islands 

/cds=(567,2882) 
1 1 527401 methylmalonate-semlaldehyde 

dehydrogenase (ALDH6A1), mRNA 

/cds=(42,1649) 
1 1545764 CXC chemokine ligand 16 (CXCL16). 

mRNA /Cds=(423,1 244) 
1 1 545834 cutaneous T-cell lymphoma-associated 

tumor antigen se20-4 (SE20-4), mRNA 

/cds=(129,2210) 
1 1 545870 SAM domain, SH3 domain and nuclear 

localisation signals, 1 (SAMSN1), 

mRNA /cds=(82,1 203) 
11545897 PP1201 protein (PP1201), mRNA 

/cds=(75,1010) 

11545897 PP1201 protein (PP1201), mRNA 
/cds=f75,1010) 

13937360 topoisomerase-retated function protein 
4-2 (TRF4-2), mRNA /cds=(336,869) 

11967984 hypothetical protein FU12820 

(FU12820), mRNA/cds=<156,1451) 
11968022 zinc finger protein 106 (ZFP106), 

mRNA/cds={335,5986) 
1 1 968038 hypothetical protein FLJ22405 

(FU22405), mRNA /cds=(81 ,1334) 
1 1 968042 PC3-96 protein (PC3-96), mRNA 

/cds=K1 19,586) 
1 1 968052 hypothetical protein FLJ21 952 

(FU21952), mRNA /cds=(424,1665) 
11968056 hypothetical protein FU 13433 

(FU13433), mRNA/cds=(35,1225) 
14165467 mRNA; cDNA DKFZp586A0618 (from 

doneDKFZp586A0618) 

/Cds=UNKNOWN 
13384603 C-type (calcium dependent, 

carbohydrate-recognition domain) lectin, 

superfamily member 12 (CLECSF12), 

mRNA /cds=(71 ,676) 
1 2232376 Fanconi anemia, complementation 

group F (FANCF), mRNA 

/0ds=(13,1137) 
12232380 Hpalltiny fragments locus 9C 

(HTF9C), mRNA /cds=(235,1662) 
12232392 hypothetical protein FU141 53 

(FU14153), mRNA /cds=(30,1427) 
12232396 E3 ubiquitin ligase SMURF2 

(SMURF2), mRNA /cds=(8,2254) 
12232440 mRNA for KIAA1646 protein, partial 

cds/cds=(0,1446) 
1 3027789 matrix metalloproteinase 1 9 (MMP1 9), 

transcript variant rasi-3, mRNA 

/Cds=(1642,1899) 
13699866 microtubute-associated proteins 1A/1 B 

tight chain 3 (MAPI A/1 BLC3), mRNA 

/cds=(84,461) 
1 2597628 hypothetical protein FU12972 

(FU12972), mRNA /cds=( 168, 1076) 
12597634 B-cell lymphoma/leukaemia 1 1 B 

(BCL1 1 B), mRNA /cds=(267,2738) 
12597638 hypothetical protein FU21213 

(FU21213), mRNA /cds=(74,1 042) 



1 GAGTTACCACACCCCATGAGGGAAG 
CTCTAAATAGCCAACACCCATCTGT 



TTCTATCCTTGACTTAGATTCTGGTG 
GAGAGAAGTGAGAATAGGCAGCCC 
TCTTGCTCTTTCTACTCTGAACTAATA 
AAGCTGTTG CCAAGCTGGACGGC 



TGCAAACAAATG CATAAATGCAAATG 
TAAAGTAAAGCTGAAATTGATCTC 
ATGCTAC7TGGGAGAAAACTCTCACT 
AACTGTCTCACCGGGTTTCAAAGC 



TGCAATGGAATATAAATATCACAAAG 
TTGTTTAACTAGACTGCGTGTTGT 

TTTCACCTCCTCAGTCCCTTG CCTAC 
CCCAGTGAGAGTCTGATCTTGTTT 
CGCCTCTCCCCGTGGACCCTGTTAAT 
CC CAATAAAATTCTG AG CAAGTTC 

AGG ATTC G CTG TTGAAACAAGTTGTC 
C AAG CAATGTTATATTC ATTTTTA 

GGAAGGGGGACAAGGGTGAGTCTGT 
CGGGTGGGGGCAGAAATCAAATCAG 

GGAAGGGGGACAAGGGTCAGTCTGT 
CGGGTGGGGGCAGAAATCAAATCAG 

1 1 1 1 1 CCCAGCTCGCCACAGAATGGA 
TCATG AAGACTGACAACTG CAAAA 

AGGAGTG GCCTAAGAAATGCGTGTTT 

CAGTGACTAGATTATAAATATTCT 

AGCTGTGAACTTCGTAACTTTGTAAA 

GCAAGATATAAAGCAAATACAAGA 

AGGAGGGATCACCTGCACTGAGAAT 

GAGGCAGTTTGACACAGATCACAAA 

TGTTCCACTACCAGCCTTACTTGTTTA 

ATAAAAATCAGTGCAAAGAGAAA 

ACCTCAGATTTTGTTACCTGTCTTTTA 

AAAATGCAGATTTTGTCAAATCA 

TTAACGGCTTCACTGGACAGTTTTCC 

TTAGAAGGTAGTTTTGTGTGACTG 

ACCGTGGGTGTGTCCAAGAAGAAATA 

AGTCTGTAG GCCTTGTCTGTTAAT 

CCAATGGATATTTCTGTATTACTAGG • 
GAGGCATTTACAGTCCTCTAATGT 



TAG CTTTAGAAAATAACAGTTTGTGAA 
CTTACTTCCCTATATTTGCAGCT 

CTTTGTG GACTAGCCAAG GCTGTGAG 

GGCCAGAATAAACAACTGCTCAAC 

GCCGAGCAATGACCCTTTTCAATTTC 

TTATTTCTGTGTTACTGAG GACCC 

GAAACATGTGGATTTGCTGTGGAATG 

ACAAGCTTCAAGGATTTACCCAGG 

TTTGATCTGAAATGTTTGAGAAGACA 

C GAATAAAGTTACTTG G G C AGAAA 

TCCCATCAAAAAGGTATCAAATGCCT 

TGGAAGCTCCCTGATCCTACAAAA 

ATCTGACATTATTGTAACTACCGTGT 
GATCAGTAAGATTCCTGTAAGAAA 

ACCTTGTACCATGGAAAACATGAAAA 
GAGTCTTAGAAGTAAAGAACAACA 
AG CATGTGTCTGCCATTTCATTTGTA 
CGCTTGTTCAAAACCAAGTTTGTT 
TGAG CTGTATTAC CATAAGTAG AATTT 
TAAGTAAACTGGTGAATTTGGGC 
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db mining 
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db mining 


Hs.236449 
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Hs.211458 


NM_030788 
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Hs.46468 


NM_031409 
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Hs.301183 


NMJJ31419 
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Hs.245798 


NM_031435 
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db mining 


Hs.238730 


NIW 031437 
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Hs.1 03378 


NM_031453 
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genes 
Table 3A 


Hs.334691 
NA 


NM_032223 
R11456 
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3542 


RG 

housekeeping 
genes 
Table 3A 


Hs.170222 
Hs.100896 


R14692 
R18757 


3543 


RG 

housekeeping 
genes 


Hs.82927 


AK025706 


3544 


RG 

housekeeping 


Hs.240013 


R44202 



genes 



Table 8 

1 4670389 bromodomaln adjacent to zinc finger 

domain, 1B (BAZ1B), transcript variant 

1, mRNA/cds=(352,4603) 
1 2751 494 hypothetical protein FU1 3855 

(FU13855), mRNA/cds=(314,1054) 
13128949 interferon, alpha 1 (IFNA1), mRMA 

/cds=(67,635) 
892281 3 hypothetical protein FU1 1 000 

(FU1 1000), mRNA /cds=(223,780) 
1 31 28987 hypothetical protein MGC31 03 

(MGC3103), mRNA/cds=(10,984) 
13129005 nucleolar protein GU2 (GU2), mRNA 

/cds=(107,2320) 
1 31 29025 hypothetical protein MGC5576 

(MGC5576), mRNA /cds=(5 1,803) 
13129035 hypothetical protein MGC5521 

(MGC5521), mRNA /cds={1 63,708) 
1 31 29097 hypothetical protein MGC5540 

(MGC5540), mRNA/cds=(77,943) 
13129107 hypothetical protein MGC2771 

(MGC2771), mRNA /cds=(1 84,1986) 
1 3236509 ubiquiUn-like 5 (UBL5), mRNA 

/Cds=(65,286) 
1 3236521 malignant cell expression-enhanced 

gene/tumor progression-enhanc 

(LEMG4), mRNA ycds=(1 101,1700) 
1 3236586 hypothetical protein MGC3222 

(MGC3222), mRNA/cds=(149,1351) 
1 325951 3 dynactln 3 (p22) (DCTN3), transcript 

variant 2, mRNA /cds=(16,546) 
1 3249343 Notch (Drosophila) homolog 2 

(NOTCH2), mRNA/cds=(12,7427) 
13375722 hypothetical protein FU1 1608 

(FU11608), mRNA/cds=(561,1184) 
13375737 hypothetical protein FU21 61 6 

(FU21616), mRNA/cds=(119,1093) 
1 3376352 hypothetical protein FU22757 

(FU22757), mRNA /cds={92,2473) 
1 3489053 mitogen-activated protein kinase 

kinase 2 (MAP2K2), mRNA 

/Cds=(263,1465) 
1 3540550 folate transporter/carrier (LOC81 034), 

mRNA /cds=(128,1 075) 
1 3540564 DC-specific transmembrane protein 

(LOC81501), mRNA/cds=(51,1463) 
1 4043039 chemokine (C-C motiO receptor 6 

(CCR6), transcript variant 2, mRNA 

/cds={551,1675) 
1 3899228 molecule possessing ankyrin repeats 

induced by lipopolysaccharide (MAIL), 

homolog of mouse (MAIL), mRNA 

/cds=(48,2204) 
1 3899258 hypothetical protein DKFZp564l0422 

(DKFZP564I0422), mRNA 

/cds=(510,1196) 
1 3899264 hypothetical protein MGC1 0823 

(MGC10823), mRNA/cds=(63,1235) 
1 3899290 hypothetical protein MGC1 1 034 

(MGC1 1 034), mRNA /cds=(245,640) 
13899339 hypothetical protein AD034 (AD034), 

mRNA /cds=(1 95,1 880) 
14149927 hypothetical protein FU22427 

(FU22427), mRNA/cds=(40,2631) 

764191 spleen INFLScDNA clone 

IMAGE129880 5' similar to 
768965 Na+/H+ exchanger NHE-1 isofbrm 

[human, heart, mRNA, 4516 ntj 

/cds=(577,3024) 
772367 yg17e04.ri cDNA^'end • 

/clone=tMAGE:32522 /clone_end=ff 
10438309 cDNA: FU22053 fis, done HEP09502, 

highly similar to HUMAMPD2 AMP 

deaminase (AMPD2) mRNA 

/cds=UNKNOWN 
822085 mRNA; cDNA DKFZp547A1 66 (from 

clone DKFZp547Al66) 

/cds=UNKNOWN 



1 G C CC CATTAAAG GGTGAACTTGTAAT 
AAATTG GAATTTC AAATAAACCTC 

1 TGCCCTAATCTTGAGTTGAGGAAATA 

. TATG CACAG GAGTCAAAGAGATGT 
1 AACGTCATGTGCACCTTTACACTGTG 

GTTAGTGTAATAAAACATGTTCCT 
1 TTATTCATATATTCCTGTCCAAAG CCA 

CACTGAAAACAGAGGCAGAGACA 
1 GCAGC CACCCACTGGGAGTCTTGTTT 

TTATTTATAATAAAATTGTTGGGG 
1 ATCCACCAAAAATTAGGTCATCATAG 

TTGAGGTATGTGTCTGCTATTTGC 
1 CCATTGGCTGGAACATGGATTGGGG 

ATTTGATAGAAAAATAAACC CTGCT 
1 GTTCCTTACTCTGTCCTTGATGGAG G 

GGAGAAGGGAGGGCAAAGAAGTTA 
1 TGGTTTTCCTTTGGGGACGTGGTTAA 

CGGTCCAGAAGAATCCCTTCTAGA 
1 ACCCCTTTCACTCTTG GCTTTCTTATG 

TTG CTTTC ATGAATG GAATG GAA 
1 CCCATCCTCATCCCCCACACTGGGAT 

AGATGCTTGTTTGTAAAAACTCAC 
1 TCAGGCCG CCTAGCTGCCCCTTTGC 

C AG GTTAATAAAG CACTGACTTGTT 

1 AAGGATTTTAAATAACTGC C G ACTTC 

AAAAGTGTTCTTAAAACGAAAGAT 
1 CACCCACCCTCCCCCCAATCAGTGTT 

CTTATTTCAGTGACAATAAACCAT 
1 ATAGCTGGTGACAAACAGATGGTTGC 

TCAGGGACAAGGTGCCTTCCAATG 
1 CATGGATATCATGTATCCTTCCTGGT 

GCTCACACACCTGTCACCTTGTAA 
1 GCTGTGTGACTTAGTAGATAAAATAC 

TGCCTTCTGCCTTTGGGACCATGA 
1 ACTTCCATCTCAG CTAATGCACCCAC 

CAG CTCAAACACACCAATAAAG CT 
1 GCTGCTGTGTGTGGTCTCAGAGGCT 

CTG CTTC CTTAG GTTACAAAAC AAA 

1 ATTTATCGTAAACATCCACGAGTGCT 
GTTGCACTACCATCTATTTGTTGT 

1 CCCCACAATGGTCTCTTTTCTCCCTG 
CTCCCTTATTAAAGAACTCTTTCT 

1 CAGTGGTTCCCATTGATTCTCCCCAT 
ATCTTTTTGCTCTCAGGCTCTGGC 

1 CTTGTATCTCTAAATATGGTGTGATAT 
GAACCAGTCCATTCACATTGGAA 



1 ACATAGATTTTCTGCCAACAAATCCT 
CTCTGCTGTTCACATTATCCTTTG 

1 CAGAGGTGGGAGTAACTGCTGGTAG 

TGCCTTCTTTGGTTGTGTTGCTCAG 
1 TTAGAACCAAAGTTATTCTTAATAAAA 

ATCACCACATGCTTGGACCATGC 
1 GCTCTTACACTTCGTCTTTAATGTTCT 

TTTTGGAGTTAG GACCTCTCAGT 
1 ACCTTGACATG GGTTGTCTAATAAAA 

CTC GGACC CTTCTTGTGAAATCAA 

1 ATCCCAGTGCACAGTGAGTTGTATAT 
CACAAATAGGAGGCCACTTCAGGA 

1 GAAGCTGCTAGG GGAAGGACTGGCC 
TGGCTCCAGAATGTTGTTGCCTTTT 

1 GGGAAGGAAAAGGGGTGTGGCAGCT 
GGGAGCGTTTATTTATGTTCTTTCT 

1 GAGTGGTGTTCCCAGTGTGGCTCCC 
AGAG CTTTGACCAGATTGTGATCCC 



1 CTTTGCATTTAG GG ACACAGCC CGGA 
GCCGCAGAAGGTCAGCAGGGAGCA 



439 



WO 02/057414 



PCT/US01/47856 



3545 RG Hs.12163 NMJW3908 

housekeeping 





genes 






3546 
3547 


R6 

housekeeping 
genes 
Table 3A 


Hs.26320 
Hs.208603 


R56088 
R64054 


3548 


Table 3A 


Hs.181400 


R67739 


3549 


Table 3A 


M„ it ft At 


R84314 


3550 


Table 3A 


NA 


R85137 


3551 


Table 3A 


Hs.134025 


R88126 


3552 


Table 3A 


Hs.85289 


S53911 


3553 


Table 3A 


Hs.246381 


S57235 


ICE A 


i aoie ja 


MS. I OZDD 




3555 


Table 3A 


Hs.279518 


S60099 


3556 




nS.JUUoy/ 




3557 


Table 3A 


Hs.249247 


S63912 


3558 


Table 3A 


Hs.155924 


S68271 


3559 


Table 3A 


Hs.89545 
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Table 8 

4503504 DNA sequence from clone RP1-64K7 
on chromosome 20q11.21-11.23. 
Contains the EIF2B2 gene for 
eukaryotic translation initiation factor 2 
subunit 2 (beta, 38kD), a putative novel 
gene, the gene for heterogenous 
nuclear ribonucleoprotein RALY or 
autoantigen P542, an RPS2 (RPS4) 
(40S ribosomal protein S2) 
pseudogene, ESTs, STS, GSSs and 
two CpG islands /cds=(l38,1 1 39) 
8261 94 mRNA for TRABID protein (TRABID 
gene)/cds=(406.2532) 

835933 7f01d11.x1cDNA.3'end 

/done=lMAGE:3293397 /done_end=3' 

840377 6D2650370T1 cDNA, 3' end 

/done=lMAGE:4761353 /done^entNS 1 

942720 602415728F1 cDNA, 5' end 

/done=MAGE:4523958 /done_end=5 i 

943543 brain N2b4HB55Y cDNA done 

IMAGE180492 5" 
946939 Ul-H-BI2^gp-a-07-0-Ul.s1 cDNA, 3* 

end /clone=IMAGE2724781 

/done_end=3' 
264768 CD34an6gen(CD34),mRNA 

/cds=(90,1076) 
298664 CD68 antigen (CD88), mRNA 

/cds=CI5,1079) 
299704 regulator of G-protein signalling 1 

(RGS1), mRNA/cds=(14,604) 
300168 amyloid beta (A4) precursor-like protein 

2 (APLP2), mRNA /cds=(72.2363) 

386156 mRNA for immunoglobulin lambda 

heavy chain /cds=(65,1498) 
399757 heterogeneous nudear 

ribonudeoprotein A3 (HNRPA3), mRNA 

/cds=(30,839) 
545204 cAMP responsive element modulator 

(CREM), mRNA/cds=(0,998) 
551546 proteasome (prosome, macropain) 

subunit. beta type, 4 (PSMB4), mRNA 

/cds=(23,817) 
688296 upregulated by 1 ,25-dirr/droxyvitamin D- 

3 (VDUP1), mRNA/cds=(221,1396) 
693841 nudear factor (erythroid-derived 2)-nke 

2 (NFE2L2). mRNA /cds=(39,1808) 

833998 mRNA; cDNA DKFZp434P086 (from 
done DKFZD434P086); partial cds 
/Cds=(798,1574) 

243420 p50-NF-kappa B homolog [human, 
peripheral blood T cells, mRNA, 31 13 
nt]/cds=(250^952) 
1 91 1 529 ficolin (collagen/fibrinogen domain- 
containing) 1 (FCN1), mRNA 
/cds=(92,1072) 

694220 arglnine-tRNA-protein transferase 1 -1 p 
(ATE1) mRNA, alternatively spliced 
product, partial cds /cds=(0,1544) 

696682 yd79c05.r1 cDNA, 5' end 

/done=IMAGE:1 14440 /done_end=5* 
698887 1 NIB cDNA done IMAGE:24693 5' 



703539 spleen 1NFLS cDNA done . 

MAGE108950 5' 
714232 q225e11.x1cDNA,3 , end. 

/done=IMAGE2027948 /done_end=3* 

482802 interieukin 1 0 receptor, alpha (IL1 0RA), 

mRNA/cds=(61,1797) 
405048 protein kinase, lysine deficient 1 

(PRKWNK1), mRNA /cds=(0,7148) 
460085 heterogeneous nuclear 

ribonudeoprotein H2 (H 1 ) (HNRPH2). 

mRNA/cds=(78,l427) 

440 



1 CATTGCCTACTTTAACACCTGTCAGA 
GAAACGTGATATGGGGTAAGGAGG 



GCAATCTGGGAGCAGCACATTGTTGA 
TGGAGTCCAAGTGAGCACATTTCA 

CTCTCCTGGACTGTTGCAGTTGGGTG 
TGGCTGATTTGAAATTGTGCTTCA 

TAACAAGAATTG C ATTGA G GAAACAA 
GGCTCCACAGGGCCAATCTTCTGG 

AAGAAGTTACATCTTCAATGTCCAGG 
GATGATCGTTTGAAGAGAACCTCT 

AAAACATTG C CAGACCATTTAGTC CT 
CTTGGAAGGGCCTCTCCGGTGGGG 
AG GGATAATAAGGTTAG CTGTTAACC 
AAGCAACTGAGCTTTTAACCAAAG 

CAAGACACTGTGGACTTGGTCACCAG 
CTCCTCCCTTGT TCTCT AAGTTCC 
TCTTTGACGGGGTTTTCCTTG CTCCT 
G CC AGGATTAAAAGTC CATGAGTT 
CTTAAAGTATATGTTTTCAAATTGCCA 
TTGCTACTATTGCTTGTCGGTGT 
CTCCTGTCACCGGCCTTGTGACATTC 
ACTCAGAGAAGAC CACACCAAGGA 

GTCGGACTATGTAATTGTAACTATAC 
CTCTGGTTCCCATTAAAAGTGACC 
GCTAGTGTTTGAATATGCTCTCTTGTT 
GCTCTAATTCTGTGCCTCCGTGC 

AGAGGAACTTGAAACCTTGAAAGACA 
TTTGTTCTCCCAAAACTGATTACT 
ACTGGGATATTGCCCACATGATCAGT 
GGCTTTGAATGAAATACAGATGCA 

CCAGAAAGTGTG GGCTGAAGATGGT 
TGGTTTCATGTGGGGGTATTATGTA 
TTTCTTAGGACACCATTTG GGCTAGT 
TTCTGTGTAAGTGTAAATACTACA 

GAAGGGTTGGCCTG CCTGGCTGGGG 
AGGTCAGTAAACTTTGAATAGTAAG 

TTAACACCCCACACCCACCCCTCAGT 
TG G GAC AAATAAAG G ATTCTCATG 

CAAGCCGCCACATGCCCACAACCTC 
ACCAGAGGGAGAATTATGTTTCTAA 

GTGTATTGATCCAAGTAGTCAAAGTG 
TCTTAAAGGGCACCTATTTGTCCT 



AGTGCTTTCCAAATGTGATTGTTCTG 
GGTGATGGGACATATGGGCAGTTG 
CGGGGGAATAGGAGGAAAAACATGG 
CATG GAAC AAA C C AAC ATAAAAG GT 

ACTAATTCTGCTCTTTGGACAAGTGC 
CTGACATCTGCTTCATTGGGTTTT 
AG G AATAAAGTTAAGTATTTCC C ACTT 
GGAAATTGTACCACTCCTGGGGT 

CCTCTGCCAAAGTACTCTTAGGTGCC 
AGTCTG GTAACTGAACTCCCTCTG 
GTCTGGTAAG C C GATG CTAATG GCA 
GAAGCAATAGAAGTCCAAGGCACTA 
ACGGGACAATTTTAAGATGTAATACC 
AATACTTTAGAAGTTTGGTCGTGT 
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HS.1 18982 U05040 

Hs.79630 U05259 

Hs.177559 U05875 

Hs.1197 U07550 

Hs.78909 U07802 

Hs.173965 U08316 

Hs.170171 U08626 

Hs.333513 U10117 

Hs.40202 U10485 

Hs.79022 U10550 

Hs.194778 U11870 

Hs.80561 U12767 
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HS.212B U15932 

Hs.64639 U16307 

Hs.183105 U17989 

Hs.1 551 88 U18062 



433343 heterogeneous nuclear 

ribonucleoprotein D (AU-rich element 

RNA-binding protein 1, 37kD) 

(HNRPD), transcript variant 1, mRNA 

/Cds={285.1352) 
40401 2 pre-B-ceJl colony-enhancing factor 

(PBEF), mRNA /cds=<27.1 502) 
433346 rolipram-sensitiveTS'-cycIicAMP 

phosphodiesterase mRNA, complete 

cds/cds=(108,1922) 
476094 proline-rich protein with nuclear 

targeting signal (B4-2), mRNA 

/cds={113,1096) 
4761 04 CBF1 interacting corepressor (CIR), 

mRNA /cds=(0,1 352) 

501 030 cytochrome P450, subfamily 1 (dioxin- 
inducible), polypeptide 1 (glaucoma 3, 
primary infantile) (CYP1B1), mRNA 
/cds=(372,2003) 

433307 capping protein alpha mRNA, partial 
cds/cds=<16 l 870) 

496975 prostaglandin-endoperoxide synthase 2 
(prostaglandin G/H synthase and 
cyctooxygenase) (PTGS2), mRNA 
/cds=(134,1948) 

4601 51 far upstream element (FUSE) binding 
protein 1 (FUBP1), mRNA 
/cds=(26,1960) 

452561 . MB-1 gene, complete cds 

463549 interferon gamma receptor 2 (interferon 
gamma transducer 1) (IFNGR2), mRNA 
/cds=(648.1661) 

4691 70 heat shock 1 0kD protein 1 (chaperonin 
10) (HSPE1). mRNA /cds=(41 ,349) 

984508 Tls1 1d gene, complete cds 

^=(291,1739) 
475587 ribosomal protein S8 kinase, 90kD, 

polypeptide 3 (RPS6KA3), mRNA 

/cds=(0,2222) 
551473 glutamine synthetase pseudogene 

498909 small inducible cytokine subfamily E, 

member 1 (endothelial monocyte- 

acfivating) (SCYE1), mRNA 

/cds=(49,987) 
505685 lymphoid-restricted membrane protein 

(LRMP), mRNA/cds=(574,2241) 

762886 GTP-binding protein overexpressed in 

skeletal muscle (GEM), mRNA 

/cds=(213,1103) 
51 1 804 interleukin 8 receptor, alpha (IL8RA), 

mRNA /cds=(1 00,1 152) 
924281 mitogen induced nuclear orphan 

receptor (MINOR) mRNA, complete cds 

/cds=(209.1972) 
531 892 albumin (ALB), mRNA /cds=(39,1868) 

531 894 GA-binding protein transcription factor, • 

beta subunit 1 (53kD) (GABPB1), 

transcript variant beta, mRNA 

fcds=(169,1356) 
557701 major histocompatibility complex, class 

ll. DM beta (HLA-DMB), mRNA 

/cds=(233,1024) 
558843 BCL2/adenovirus E1 B 1 9kD-tnteracting 

protein 2 (BN1P2), mRNA 

/cds=(211,1155) 
991 1 1 29 dual specificity phosphatase 5 • 

(DUSP5), mRNA /cds=(21 0,1 364) 
1 1 00927 glioma pathogen esis-related protein 

(RTVP1), mRNA/cds=(128,928) 
805094 nuclear autoantigen (GS2NA), mRNA 

/Cds=(204.2345) 
642794 TATA box binding protein (TBP). 

associated factor, RNA polymerase H, 

F, 55kD (TAF2F), mRNA 

/cds=(740,1789) 



CTCTCAGTTCCCAAGATGGCCCCACA 
TTCCCATTGTTTTCCCCAAGAGAA 



1 GGTTGTTGTATTGTACCAGTGAAATG 
CCAAATTTGAAAGGCCTGTACTGC 

1 TTGTTTGCCATCTGTTGATCAGGAAC 
TACTTCAGCTACTTG CATTTGATT 

1 AATCTACATTTTCTTACCAGGAGCAG 
CATTGAGGTTTTTGAGCATAGTAC 

1 ACAGAGAGCACCCAGGAGGTACACA 
TACTAAAGTGACACAAAGAGAATGA 

1 TGTGTG CATAATAG CTACAGT G CATA 
GTTGTAGACAAAGTACATTCTGGG 



AG C ATGTTGTTTAATTTCTTTTTAAAA 
ATCACTGTTGGGCTTTGAAAGCA 
GCTGAGAAAACCTGGGAATTTG GGTT 
GTGTATGCGAATGTTTCAGTGCCT 



1 TCACTTTCCAAATGCCTGTTTTGTGCT 
TTACAATAAATGATATGAAACCT 

1 TTTATG CGTATTTAAGC CTTG GAAAC 
AC AG GGACTATCTTGTG GATTG GG 

1 GTCTTGACTTTG GCAAATGAGC CG GA 
GCCCCTTGG GCAGGTCACACAACC 

• 1 ACATC CAGTGTCTCCAAAATTGTTTC 
CTTGTACTGATATAAACACTTCCA 

1 GGTACAGTTGGAGCACTATATGTACT 
CTCTGGACTACTTTGGACAGAAGT 

1 AAAATCACCTCAACAGCCCTGTGAAG 
TGACCTCAGTGAGATATTTGGATC 

1 TTAAAGTGCACCTTCCAAAATGTCTC 
CCATAAGTAG GTAAGACCAACCTG 

1 AATGATGAGTGTGTGGCTACATACAA. 
AG GAGTTCCCTTTGAGGTGAAAGG 



GGGAAAGTATAGCATGAAACCAGAG 
GTTCTCAGAATGACCGTAAGATAGC 

TGGTTGACCCTTGTATGTCACAGCTC 
TGCTCTATTTATTATTATTTTGCA 

TTGTCCACAAGTAAAAGGAAATCCTC 
CTCCAGGGAGTCTCAGCTTCACCC 
CATTGCTCTTT AGTGTGTGTTAACCT . 
GTGGTTTGAAAGAAATGCTCTTGT 

GTCTGGCTTAACTA 1 1 1 1 IGAAAATAT 
AACTGTTTCCCCTCTCTGCTGCT 
AAAAGCAATTACCCTTAAAACTGTACT 
CTGG CCTACTTTTCTATTTTGCA 



GGCTCTCAGTGTGC C ATAGAGGACA 
GCAACTGGTGATTGTTTCAGAGAAA 

AAACTGTTTCTTTGGTGTCCTTTACAT 
TGAAATAAATTGTGTTTGTGCCT 

ACCCGTGTGAATGTGAAGAAAAGCAG 
TATGTTACTG GTTGTTGTTGTTGT 
AGAGAGGGAACATCAAATGCTGGCA 
CTATATACATACGATGAG CCTGATT 
GTCTTCCGAGAAACTTTTCTGATCAG 
TTTG CGAGTTTTGATGA GTTTTGT 
GCTG CTGTTGCTGCTTTGTGATGACG 
TGAGATCAATAAGAAGAACCTAGT 
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Table 8 

805765 lymphocyte cytosollc protein 2 (SH2 
domain-containing leukocyte protein of 
76kD> (LCP2), mRNA /cds=(207,1808) 

665580 G protein-coupled receptor V28 mRNA, 

complete cds /cds=(87,1 154) 
984286 nuclear domain 10 protein (NDP52), 

mRNA/cds=(54 t 1394) 
806853 eukaryotic Initiation factor 2B-epsiIon 

mRNA, partial cds /cds=(0,1925) 
1 31 4245 phospholipase A2, group VII (platelet- 
activating factor acetythydrolase, 

plasma) (PLA2G7), mRNA 

/cds=(161.1486) 
1 1 25049 RP1 and complement C4 B precursor 

(C4B) genes, 
862406 Cas-Br-M (murine) ectropic retroviral 

transforming sequence b (CBLB), 

mRNA/cds=(322,2634) 
903981 interteukin 2 receptor, alpha 0L2RA), 

mRNA /cds={1 59,977) 
940181 ubiquitin specific protease 14 (tRNA- 

guanine transglycosylase) (USP14), 

mRNA/cds=(91,1575) 
1 045451 interieukln-1 3 (IL-1 3) precursor gene, 

complete cds 
975336 Interteukin 1 1 receptor, alpha (IL1 1 RA), 

mRNA/cds=(5,1273) 
1 1 55222 interteukin 17 (cytotoxic T-lymphocyte- 

associated serine esterase 8) (IL17), 

mRNA/cds=(53,520) 

1 136227 damage-specific DNA binding protein 1 
• (127kD) (DDB1), mRNA 

/cds=(109,3531) 
984968 signaling lymphocytic activation 

molecule (SLAM), mRNA 

/cds=<133,1140) 
1 04921 8 aldehyde dehydrogenase 9 (gamma- 

aminobutyraldehyde dehydrogenase, 

E3 isozyme) (ALDH9),. mRNA 

/Cds=(377,1858) 
1497857 Homo sapiens, glyceraldehyde-3- 

phosphate dehydrogenase, done 

MGC:10926 IMAGE:3628129, mRNA, 

complete cds /cds=(2306,331 3) 
1 145292 baculoviral IAP repeat-containing 2 

(BIRC2), mRNA /cds=(1 159,3015) 
2228241 matrix metalloproteinase 1 9 (MMP1 9), 

transcript variant rasi-3, mRNA 

/cds=(1642,1899) 
1 1 84691 TAR (HIV) RNA-binding protein 1 

(TARBP1), mRNA/cds=(0,4865) 
1 173904 splicing factor 3b, subunit 2, 145kD 

(SF3B2), mRNA/cds=(48,2666) 
1230563 DEAD/H (Asp-GIu-A!a-Asp/His) box 

polypeptide 21 (DDX21), mRNA 

/cds=(265,2412) 
2058395 Ras-related GTP-binding protein 

(RAGA), mRNA /cds=(31,972) 
1 1 51 1 69 signal transducer and activator of 

transcription 5A (STAT5A), mRNA 

/cds=(640,3024) 
1 2801 40 small inducible cytokine subfamily A 

(Cys-Cys), member 1 1 (eotaxin) 

(SCYAHfc mRNA/cds=(53,346) 
3077821 truncated calcium binding protein 

(LOC51149), mRNA /cds=(21 9,695) 
1 357001 6 DNA-dependent protein kinase 

catalytic subunit (DNA-PKcs) mRNA, 

complete cds /cds=(57,12443) 
4220427 clone 25038 mRNA sequence 

/cds=UNKNOWN 
1 378 1 06 thymine-DNA glycosylase (TDG), 

mRNA /cds=(399,1 631) 
1262925 IQ motif containing GTPase activating 

protein 2 (IQGAP2), mRNA • 

/Cds=(222,4949) 
1377850 602708243F1 cDNA, 5* end 

/done=!MAGE:4844914 /clone_end=5' 



1 AGGACTGAACTGAACCCCTCCCCATG 
AACACAAGGGTTTTATCCTTTCCT 



GATGTGGTAACTGTTAAATTGCTGTG 
TATCTGATAGCTCTTTGGCAGTCT 
GATCAAAAGGGCTATGGGAAGGGCA 
GACCCCGCCAATGATTTCTCTTCAC 
GAACAGCTTTGTGCTCC GGCTTTCCC 
TCAG GGAACAGCAGAGAG CAGTTG 
TCCAGG GACCAACATTAACACAACCA 
ATCAACACATCATGTTACAGAACT 



TATTAAAGGCTTTTGG CAGCAAAGTG 
TCAGTGTTGGCAGCGAAGTGTCAG 
TTC AC AAGATGCTTTG AAG GTTCTGA 
TTTTCAACTGATCAAACTAATG C A 

ACTAATTTGATGTTTACAG GTGGACA 
CACAAGGTGCAAATCAATGCGTAC 
ACTGTACAATTTCTGAAGATGGTTATT 
AACACTGTGCTGTTAAGCATCCA 

CTGTGTCTGGCACCACCCACACATCC 
ATGTCTCCCTCACAACCCAG GAG G 
CATGTATGTAGGTGCCTG GGAGTGT 
GTGTGGTCCTTGCTCTGGCCCTTTC 
ATTCAATTCCAGAGTAGTTTCAAGTTT 
CACATCGTAACCATTTTCGCCCG 



TCTTCGGAAAGAAGAAGGTGGGAGG 
ATGTGAATTGTTAGTTTCTGAGTTT 

ATCAAGCCTCTGTGCCTCAGTTTCTC 
TCTCAGGATAAA GAGTG AATAGAG 

GCGATAGAGGAAATCTACTCCCTATC 
TTGGGTCCTTGAACTACAGCCTGC 



CTAG GG AGCCGCACCTTGTCATGTAC 
CATCAATAAAGTACCCTGTG CTCA 



TTTCTCCCCCTAGTTTGTGAGAAACA 
TCTCAATAAAGTGCTTTCCAAAAA 
TCCCATCAAAAAGGTATCAAATGCCT 
TGGAAGCTCCCTGATCCTACAAAA 

TGCCAAAAGTTTGCCATGTG CCTTAA 

ACATATTACTATATATTTTCCCCT 

CAGTTCCCAAGGACTTGTCATTTCAT 

GTTCTTATTTTAGACCTGTTTTGT 

TTACCAAGAAGGACTTAAGGGAGTAA 

G G G G CG CAGATTAG C ATTGCTC AA 

GATATGCACATCAAAGCCTTTACCAG 
TATCTTCCTGTATTCCGTATCAGA 
CTCTGAGGCGTGAGGACTCGCAGTC 
AGGG GCAGCTGACCATGGAAGATTG 

CCTCTCTTCCTCCCTGGAATCTTGTA 
AAGGTCCTGGCAAAGATGATCAGT 

GCCTCCTGGTCTCTTCAC C ACTGTAG 
TTCTCTCATTTCCAAACCATCAGC 
TTTTC CTTCTAACACTTGTATTTGGAG 
GCTCTTCTGTGATTTTGAGAAGT 

TGAATTGC CTGTTCA GG GTTCCTTAT 
G C AGAGAAATAAAG CAGATTC AG G 
G GACATC CACTAGAGATG GGTTTGAG 
GATTTTCCAAG CGTGTAATAATGA 
TTGCACGCAGAGCCTTTAAGTGACTA 
AGGAACAACATAGATAGTGAGCAT 

ACTTTAATCTGATCTTGTGTCTTAGAG 
AAGCCCCCATACCTGGTAGAGCA 
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3638 Table 3A Hs.11383 U59808 
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Hs.75498 U64197 

Hs.73165 U64198 

Hs.279939 U65590 

Hs.73172 U87369 

Hs.84264 U70439 

Hs.82116 U70451 

Hs.117005 U71383 

Hs.12045 U72514 

Hs.1 83684 U73824 

NA U75686 

Hs^0191 U76248 

HS.B1361 U76713 

Hs.76507 U77396 

Hs.78103 U77456 
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Table 8 

1 3781 08 Interferon regulatory factor 4 (IRF4), 

mRNA/cds=(105,1460) 
1378108 Interferon regulatory factor 4 (IRF4), 

mRNA/cds=(105,1460) 
1 478280 solute carrier family 1 (neutral amino 

add transporter), member 5 (SLC1A5), 

mRNA/cds=(590,2215) 
1314642 cDNAFUl3685fis,done 

PLACE200Q039, highly similar to 

DYNEIN HEAVY CHAIN, CYTOSOUC 

/cds=UNKNOWN 
2351 379 eukaryotic translation initiation factor 3, 

subunit 3 (gamma, 40kD) (EIF3S3), 

mRNA /cds=(5, 1063) 
1 399804 tumor protein p53-binding protein, 2 

(TP53BP2), mRNA /cds=(75S,3773) 
4204907 small inducible cytokine subfamily A 

(Cys-Cys), member 23 (SCYA23), 

mRNA /cds=(71 ,433) 
4097420 small indudble cytokine subfamily A 

(Cys-Cys), member 13 (SCYA13), 

mRNA/cds=(75 t 371) 
1663566 sema domain, Immunoglobulin domain 

(lg), transmembrane domain (TM) and 

short cytoplasmic domain, (semaphorin) 

4D (SEMA4D), mRNA /cds=(87,2675) 

1794210 oncostafin M receptor (OSMR), mRNA 

/cds=(367.3306) 
1 575348 enhancer of zeste (Drosophila) 

homolog 2 (EZH2), mRNA 

/cds=(57,2297) 
1418285 splicing factor, arginine/serine-rich 

(transformed Drosophila homolog) 10 

(SFRS10), mRNA /cds=(121 ,987) 
1 51 1 643 complement component 3a receptor 1 

(C3AR1), mRNA/cds=(0,1448) 
1 51 9051 3-oxoadd CoA transferase (OXCT), 

nudear gene encoding mitochondrial 

protein, mRNA /cds=(98, 1660) 
1 77871 6 small inducible cytokine subfamily A 

(Cys-Cys), member 20 (SCYA20), 

mRNA/cds=(58,348) 
1685027 interieukin 12 receptor, beta 2 

(IL12RB2), mRNA /cds=(640, 3228) 
1 79421 8 mitochondrial carrier homolog 1 

(MTCH1), nudear gene encoding 

mitochondrial protein, mRNA 

/cds=(0,1118) 
1698691 growth factor Independent 1. (GFI1), 

mRNA/cds^e^lSSS) 
1698782 Homo sapiens, addic protein rich In 

leucines, done MGC:8650 

IMAGE2961642, mRNA, complete cds 

/cds={21 1,966) 
1763090 myleoid differentiation primary 

response protein MyD88 mRNA, 

complete cds /cds=(32,922) 
2411474 sialic add binding Ig-fike lectin 5 

(SIGLEC5), mRNA/cds={142,1797) 
2276395 Homo sapiens, Similar to gene rich 

duster, C2f gene, done MGC:16358 

DvlAGE:3927564, mRNA, complete cds 

/Cds=(278,733) 
1857236 eukaryotic translation initiation factor 4 

gamma, 2 (EIF4G2). mRNA 

/cds=(306,3029) 
2801402 Poly(A)-binding protein, cytoplasmic 4 • 

(indudble form) 
2673967 hSlAH2 mRNA, complete cds 

/cds=(526.1500) 
1814273 heterogeneous nudear 

ribonudeoprotein A/B (HNRPAB), 

transcript variant 1 , mRNA 

/cds=(224,1219) 
1684871 LPS-induced TNF-aJpha factor (PIG7), 

mRNA/cds=(233,919) 
1 679778 nudeosome assembly protein 1 -like 4 

(NAP1L4), mRNA/cds=(149,1276) 
1 750275 pim-2 oncogene (P1M2), mRNA 

/cds=(1 85,1 189) 
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TGTAGGAAAGGATGCTTCACAAACTG 

AGGTAGATAATGCTATGCTGTCGT 

TGTAGGAAAGGATGCTTCACAAACTG 

AGGTAGATAATGCTATGCTGTCGT 

CTGGGGAGAGGCTGAGGACA AATAC 

CTGCTGTCACTCCAGAGGACATTTT 

CATTACTTGTGAG CTG CTGAAC AAAC 
AAGTCAAGGTGAGCCCGGACATGG 



AAGAAGTTAACATGAACTCTTGAAGT 
C ACACCAG GGCAACTCTTG G AAGA 

GAAACTTGCTACAGACTTACCCGTAA 
TATTTGTCAAGATCATAGCTGACT 
TGGACACACG GATCAAGACCAGGAA 
GAATTGAACTTGTCAAGGTGAAGGG 

TGCTAAATATGTTATTGTGGAAAGAT 
GAATGCAATAGTAGGACTGCTGAC 

AGCAATAAACTCTGGATGTTTGTGCG 
CGTGTGTGGACAGTCTTATCTTCC 



TC CTCTTTTCTTTCAAGAACTATATAT 
AAATGACCTGTTTTCACGCGGCC 
AGCTGCAAAGTGTTTTGTACCAGTGA 
ATTTTTG CAATAATGCAGTATGGT 

TTGCTTAC CAAAG GAGG C CC AATTTC 
ACTCAAATGTTTTGAGAACTGTGT 

ACATAGTGAAAGTTTATAAGAGGATG 
AAGTGATATGGTGAGCAGCGGACT 
AACAGCCTTTCTGGCTGACCACATGG 
TTAAATGCATACCTTCCCAGTACT 

TGTGCCTCACCTGGACTTGTCCAATT 
AATGAA GTTGATTCATATTGCATC 

CTATAGATGAAGACATAAAAGACACT 
GGTAAACACCAATGTAAAAGGGCC 
AGCTGTTGATGCTGGTTGGACAGGTT 
TGAGTCAAATTGTACTTTGCTCCA 



TGGGAAG G AAGG CTCTGTCTTC AACT 
CTTTGACCCTCCATGTGTACCATA 
GATTCTTGCTGTAGCGTGGATAGCTG 
TGATTGGTGAGTCAACCGTCTGTG 



TGGGCATTTTAAAGCCATCTCAAGAG 
GCATCTTCTACATGTTTTGTACGC 

AAGTCAGGGACCACTTGCTGAAGCA 
CG AAG A G CC CTTGTG G C AATGTTAA 
GACTGCTG GAAG ATGATCTTTCTGCA 
CTGAGACTGTGG AGTTTG G GGAAG 



TTGTGG GTGTGAAACAAATGGTGAGA 
ATTTGAATTGGTCCCTCCTATTAT 

AATTCCAGCTGAGCGCCGGTCGCTA 

CCATTACCGTTGGTCTTGGTGTCAA 

CCCCAACCCTCAAATTAAAACTAGAA 

CTATAGATCCACATGAACGCACGC 

AGCTTTTGAAATAAAATTTAAAAACCC 

CAAGCCTGGGTGAGTGTGGGAAA 



TCTGTAATCAAATGATTG GTGTCATTT 

TCCCATTTGCCAATGTAGTCTCA 

G CCCC ACCATTCATCCTGTCTGAAGG 

TCCTGGGTTTGGTGTGACC GCTTG 

TTCCTG CCTGGATTATTTAAAAAGC C 

ATGTGTGGAAACCCACTATTTAAT 
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Table 8 

1699000 zinc finger protein 165 (ZNF165), 

mRNA/cds=(567,2024) 
1710245 done 23548 mRNA sequence 

/cds=UNKNOWN 
2565045 CAGF28 mRNA, partial cds 

/cds=(0,2235) 
2565080 mRNA for KIAA1 818 protein, partial 

cds/cds=(0,3473) 
4580010 cDNAFU14502fis,done 

NT2RM 1000244, highly similar to 

TRAF4 associated factor 1 mRNA 

/cds=UNKNOWN 
2072424 non-lens beta gamma-crystallin like 

protein (A1M1) mRNA, partial cds 

/cds=(0,4913) 
2623760 Aac1 1 (aad 1 ) mRNA, complete cds 

/cds=(77,1663) 
1 888522 small inducible cytokine subfamily D 

(Cys-X3-Cys), member 1 (fractalkine, 

neurotactjn) (SCYD1), mRNA 

/cds={79 l 1272) 
2218086 phosphomannomutase 2 (PMM2), 

mRNA/cds=<48,788) 
2388626 small inducible cytokine subfa mity A 

(Cys-Cys), member 25 (SCYA25), 

mRNA /cds=(0,452) 
23 1 7893 phosphatidylinosHol 3-kinase catalytic 

subunlt p1 10delta mRNA, complete cds 

/cds=(1 85,3329) 
1 835785 nucleolar protein p40; homolog of yeast 

EBNA1-binding protein (P40), mRNA 

/cds={142,1062) 
4099505 proliferation-associated 264, 38kD 

(PA2G4), mRNA /cds=(97 l 1 281) 
1946346 ELL-RELATED RNA POLYMERASE II, 

ELONGATION FACTOR (ELL2), 

mRNA ;cds={0, 1922) 
2062687 butyrophilin. subfamily 2, member A1 

(BTN2A1), mRNA/cds=<210,1793) 
2062697 butyrophilin, subfamily 3, member A3 

(BTN3A3), mRNA/cds=(171,1925) 
2062705 butyrophilin (BTF5) mRNA, complete 

cds /cds=(359, 1900) 
1913882 Homo sapiens, clone IMAGE:3451448, 

mRNA. partial cds /cds=(0,901) 

6649661 HSPC205 mRNA, complete cds 

/cds=(1 90,681) 
2055430 eukaryotic translation initiation factor 3, 

subunit 5 (epsilon, 47kD) (EIF3S5), 

mRNA/cds=(6,1079) 
2343084 cDNA: FU22071 fis, done HEP1 1891 

/cds=UNKNOWN 
2253680 mRNA for CASH alpha protein 

/Cds=(481.1923) 
321 22 major histocompatibility complex, class 

II, DR beta 5 (HLA-DRB5), mRNA 

/cds=(29,829) 
29903 cellular oncogene c-fos (complete 

sequence) 
1271875 yz99f01.r1cDNA,5 , end 

/done=iMAGE:291 1 93 /done_end=5' 
1271910 2NDHM cDNA done IMAGE291255 5' 

similar to 

1 274578 spleen 1 NFLS cDNA done 

IMAGE:296099 5' 
1275820 za62d04.rlcDNA, S^end 

/done=IMAGE:297127/ 
1290934 capicua protein (CIC) mRNA, complete 

cds/cds=(40,4866) 
1 295429 neuropilln 2 (NRP2), mRNA 

/cds=(0,2780) 
1295576 602628774F1 CDNA, 5' end 

/clone=lMAGE:4753483 /ctone_end=5 t 

1302933 we58cOUc1 cDNA,3'end 

/clone=lMAGE:2345280 /done_end=3* 

1 331 869 ELL-RELATED RNA POLYMERASE II, 
ELONGATION FACTOR (ELL2), 
mRNA/cds=(0,1922) 



AGCCTTCAGTCAGAGCTCAAAC CTTA 

GTCAACACCAGAGAATTCACATGA 

GAATTTTCAGTTTGTGCTTACATTTTC 

TAACATTGGATGTTTGCTTTGGC 

TATGACTTTAAGAG CCCACATTAGGT 

TTTATGATTCATTTGCCAGGTTTT 

GGCGTGCCGTTGAGGGGGAAAACGA 

AGCCCAGTATTTG CTACTGTTTTTC 

CTCTTGGGCATAAAATCTCAGAGGAA 

GCTACTTAGGACATCATCTTGGCC 



TCTACAGTAG CCTGTGCTGAACTGAT 
CTCTTAAATAAACTTGCTTCTGGT 

TTCTCAAGTTTGATACTGAGTTGACT 
GTrCCCTTATCCCTCACCGTTCCC 
AGACTTTTCCAACCCTCATCACCAAC 
GTCTGTGCCATTTTGTATTTTACT 



CCAG CGGCATCTTTCCTTGTCGAATG 
ATACTGTAATGACCTTCCAAAGTG 
TCTGGTCATTCAAGGATCCCCTCCCA 
AGGCTATGCTTTTCTATAACTTTT 

TGTG G GTTGAGAC CAG CACTCTGTGA 
AACCTTGAAATGAGAAGTAAAGGC 

TGAATACAAAGAACCAAGAAAAAGGA 
ATGAAGACTCGCAATTTCACGACA 

CTGAATTTGGTTTTGGGAGGTGAGGC 
TTC C C AAC CACGGAAGACTACTTT 
GGCTCACATCAAAAGGCTAATAGGTG 
AATTTGACCAACAGCAAGCAGAGT 

GACGCCTTACAAATGATGGAGGATTC 
CAAAGAG 1 1 1 1 1 GTTTATTTGGGT 
CCTGGTCATTG GTGGATGTTAAACCC 
ATATTCCTTTCAACTGCTGCCTGC 
TGGTGGATGTTAAACCAATATTCCTTT 
CAACTGCTGCCTGCTAGGGAAAA 
CAGCTCTGGGAAATAGAAGACTAGG 
GTTGTTTCTTAAATTTAG CTCATGT 

TGACTTATGAGCTGTGACTCAACTGC 
TTCATTAAACATTCTGCATTGGGT 
ACACTGAGATAGTCAGTTGTGTGTGA 
CTCTAATAAACGGAGCCTACCTTT 

TTTGTAAGCGAAGGAGATGGAGGTC 
GTCTTAAACCAGAGAG CTACTGAAT 
GGATGATAACACCCTATGCCCATTGT 
CCTGATCTGAAAATTCTTGGAAAT 
CTTTGCCTAAACCCTATGGCCTCCTG 
TGCATCTGTACTCACC CTGTACCA 

AAAAG CATTTAAGTTGAATGCGACCA 

AC CTTGTGCTCTTTTCATTCTGGA 

CCTTGAGAAACACCCATCTCCACTCC 

TAGACAAAC C AATGAACATTAGTC 

TCTTAAGGTGTGGCAGAGACAGGGT 

ATTTGGGATATACTTTTCAGACTCC 

AACAATAAAATATGGCTAGACTGGCC 

TCTGGTTGCCTAAACAGAG CATCA 

CTTAACTGAGGGCTTGTCCTGGTTAT 

AAATGTCTGGGTGGGGGTGG GCAC 

AACTGTGAGGCAAATAAAATGCTTCT 

CAAACTGTGTGGCTCTTATGGGGT 

GTGGCTAAGTCATTGCAGGAACGGG 

GCTGTGTTCTCTGCTGGGACAAAAC 

ATTGCGACTGTATGGAGAAGAACTGT 

TTGTCATTCAGTG CCGTGGGATAT 

TTTATAGAAC AATTC CTTTCTCTTCTC 
TTGAATGTGGCAGTCATTACTGC 

TTGATTAGAGCAATGGGAAGCATACT 
GTGGCCT ACCAGCATCTGGAAGTG 
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Table 8 

1358345 zc59c07.r1 

Soares_paralhyro{d_tumor_NbH PA 
cONA clone 
1384683 AL562895 cDNA 

/clone=CS0DC021 YO20-(3-prime) 
1390869 putative N6-DNA-methyttransferase 

(N6AMT1), mRNA/cds=(29,673) 
1391906 KIAA0198 gene product (KIAA0196), 
mRNA/cds=(273,3752) 
36748 mRNA for T-cell specific protein 

/cds=(37,975) 
35564 nucleoside pnosphorylase (NP). mRNA 

/cds=<1 09,978) 
33812 interleukin-2 receptor 

36774 CD30 antigen, delta polypeptide (TiT3 
complex) (CD3D), mRNA /cds=(0,51 5) 

37092 transforming growth factor, beta 1 

(TGFB1), mRNA/cds=(B41,2016) 
28379 adenosine deaminase (ADA), mRNA 

/cds=(95.1186) 
31 687 gene for granulocyte colony-stimulating 

factor (G-CSF) 
29899 colony stimulating factor 1 receptor, 

formerly McDonough feline sarcoma 

viral (v-fms) oncogene homolog 

(CSF1R), mRNA/cds=(300,3218) 
28338 actin, gamma 1 (ACTG1), mRNA 

/cds=(74,1201) 
3532? calpain4,smallsubuntt(30K) 

(CAPN4), mRNA /cds=(1 58,964) 
29480 2,3-bisphosphoglycerate mutase 

(BPGM), mRNA /cds=(1 10,889) 
37186 CD5 antigen (p56-62) (CDS), mRNA 

/cds=(72,1559) 
32673 interleukin 6 (interferon, beta 2} (IL6), 

mRNA/cds=(62,700) 
34627 complement component 2 (C2), mRNA 

/cds=(36,2294) 
33835 interleukin 5 (colony-stimulating factor, 

eosinophil) (IL5), mRNA /cds=(44,448) 

34742 MRC OX-2 gene signal sequence 

34387 annexin A1 (ANXA1), mRNA 

/cds=(74,1114) 
2981 9 CD7 antigen (p41) (CD7), mRNA 

/cds=(0,722) 
34084 v-kit Hardy-Zuckerman 4 feline 

sarcoma viral oncogene homolog (KIT), 

mRNA/cds=(21,2951) 
37540 small nuclear ribonucleoprotein 

polypeptide A (SNRPA), mRNA 

/cds=(1 25,973) 
37003 mRNA for T-cell receptor delta 

/cds=UNKNOWN 
32014 serine/threonine kinase 16 (STK16), 

mRNA/cds=(118,1050) 
35492 protein kinase C, beta 1 (PRKCB1), 

mRNA/cds=(136,2151) 
29775 membrane-spanning 4-domains. 

subfamily A, member 2 (Fc fragment of 

IgE, high affinity I, receptor for; beta 

polypeptide) (MS4A2), mRNA 

/cds=(90,983) 
35517 pleckstrin (PLEK). mRNA 

/cds=(60,1112) 
3651 7 superoxide dismutase 2, mitochondrial 

(SOD2), mRNA /cds=(4,672) 

29714 cathepsinL(CTSL).mRNA 

/Cds=(288,1289) 
33845 interleukin 6 receptor (IL6R), mRNA 

/cds=(437,1843) 
32691 interferon, gamma (IFNG), mRNA 

/ods={108,608) 
29826 CD8 antigen, beta polypeptide 1 (p37) 

(CD8B1), mRNA/cds=(50,682) 
34314 lactate dehydrogenase B gene exon 1 

and 2 (EC 1.1.1.27) 
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TCAATTGAGGCCCCTTC CCTAAG ATT 
ACAAC ATTGATAACCTGTC CTTTT 

CAGCCCTCCGTCGCTTTTTATAAAAC 

TTTGTGTGAGAAGAATATATTGAT 

ACTTCAGATCCTTTTGTGTTTAAATAA 

AG GAAAAGCTGC ACATCCAAAAA 

AGC CTACCTCCTACCCCAGCTGTCTG 

TTGAGAGCAGTGCTGACCCCAGCA 

GAAGAGCTGCTCTCACCTCTCTGCAT 

CCCAATAGATATCCCCCTATGTGC 

GGGCTCAGTTCTGCCTTATCTAAATC 

ACCAGAGACCAAACAAGGACTAAT 

AAATACAAAC ATTCTAATTAAAG G CTT 

TG CAACACATGCCTTGTCTGTTT 

GCCATTACCAACTGTACCTTCCCTTC 

TTGCTCAGCCAATAAATATATCCT 

CACCAGGAACCTGCTTTAGTGG GGG 
ATAGTGAAGAAGACAATAAAAGATA 
TG GGCATGGTTGAATCTGAAACCCTC 
CTTCTGTG GCAACTTGTACTGAAA 
CTGGGGAGGAGGTCCAGGGAGGAG 
GAG GAAAGTTCTC AAGTTC GTCTGAC 
AACTAACAGTCACGCCGTGGGATGTC 
TCTGTCCACATTAAACTAACAGCA 



GGTTTTCTACTGTTATGTGAGAACATT 

AGGCCCCAGCAACACGTCATTGT 

TTTGTCTATATTCTGCTCCCAGCCTG 

CCAGGCCAGGAGGAAATAAACATG 

TTCCTCTTTGGCCACAAGAATAAGCA 

GCAAATAAACAACTATGGCTGTTG 

CTC ATCTAAAGACAC CTTC CTTTCCA 

CTGGCTGTCAAGCCACAGG GCACC 

GC^GTTTGAATATCCTTTGTTTCAGA 

G C C AG ATCATTTCTTG GAAAGTGT 

CCCTGGTTGACTTGACTCATG CTTGT 

TTCACTTTCAC ATG GAATTTCC CA 

TCAGAGGGAAAGTAAATATTTCAGGC 

ATACTGACACTTTGCCAGAAAGCA 

CACAAGGTAAAGAAACTCAATTCCCC 

TGCTTGGAGCCCAGCAAACACAAT 

TGTGGAGGAAACTAAACATTCCCTTG 

ATGGTCTCAAGCTATGATCAGAAG 

GGAGGAGACCAGTCCCCCACCCAGC 

CGTACCAGAAATAAAGGCTTCTGTG 

TGTGTAAATACATAAGCGGCGTAAGT 

TTAAAGGATGTTGGTGTTCCACGT 

CGCTGTTAGGCCGGAATTAAAGTGG 
CI I I I IGAGGTTTGGTmTCACAA 

GGGGTTTATGTCCTAACTGCTTTGTA 

TGCTGTTTTATAAAGGGATAGAAG 

ACACCAACCTGCTTCCACTTTATTCTT 

GTTTACACATTCTCCTGCTCCCA 

AAGATGTTTGTG GAAATGTTC ATTTGT 

ATCTGGATCTCTGTTATGTGCCA 

GAGTTACCACACCCCATGAGGGAAG 

CTCTAAATAGCCAACACCCATCTGT 



TTCCTGAAGCTGTTCCCACTCCCAGA 
TGGTTTTATCAATAGCCTAGAGGT 
TACTTTGG GGACTTGTAGG GATGCCT 
TTCTAGTCCTATTCTATTG CAGTT 

TCGAATCATTGAAGATCCGAGTGTGA 

TTTGAATTCTGTGATATTTTCACA 

ATATCCAATATTCG CTGTGTCAGCAT 

AGAAGTAACTTACTTAGGTGTGGG 

TTGTTGACAACTGTGACTGTACCCAA 

ATGGAAAGTAACTCATTTGTTAAA 

AAGTTTCTCAGCTCCCATTTCTACTCT 

CCCATGGCTTCATGCTTCTTTCA 

TCTCCATGTTGTCAAAATCATGCCGT 

TTATAGCTATTTTCACCTCAGTGG 
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Table 8 

34338 low density Upoproteirwelated protein 1 

(alpha-2-macroglobulin receptor) 

(LRP1), mRNA/cds=(466,14100) 
34433 nudear receptor subfamily 4, group A, 

member 2 (NR4A2), mRNA 

/cds=(317,2113) 
31 331 Fc fragment of IgG, high affinity la, 

receptor for (CD64) (FCGR1A), mRNA 

/cds=(0,1124) 
37464 thrombospondin 1 (THBS1), mRNA 

/cds=(11 1,3623) 
32487 heat shock 90kD protein 1 , alpha 

(HSPCA), mRNA/cds=(60,2258) 
35137 zv26fD6.r1 cDNA, 5' end 

/done=IMAGE:754787 /done_end=5' 
371 97 mRNA for transmembrane 

cardnoembryonic antigen BGPa 

(fbrmerty TM1-CEA) /cds=(72,1652) 
35070 methylene tetrahydrofolate 

dehydrogenase (NAD+ dependent), 

metherryitetrahydrofolate cydohydrolase 

(MTHFD2), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds=(76,1110) 
32054 hematopoietic cell-specific Lyn 

substrate 1 (HCLS1), mRNA 

/cds=(42,1502) 
31 321 leukocyte IgG receptor (Fc-gamma-R) 

mRNA, complete cds /cds=(17,718) 

33906 integrin,alpha2(CD49B, alpha 2 

subunft of VLA-2 receptor) (1TGA2), 

mRNA/cds=(42,3587) 
32432 proteoglycan 1 , secretory granule 

(PRG1), mRNA/cds={24,500) 
31477 tg48f06Jd cDNA, 3' end 

/Clone=IMAGE:21 12035 /done_end=3' 

3401 4 jun B proto-oncogene (JUNB), mRNA 

/cds=(253,1296) 
35221 heat shock 70kD protein 6 (HSP70B*) 

(HSPA6), mRNA /cds=(0,1 931) 
3521 9 DEAD/H (Asp-Glu-Ala-Asp/His) box 

polypeptide 5 (RNA helicase, 68kD) 

(DDX5), mRNA/cdS=(170,2014) 
30292 cDNA: FU23458 fis, done HSI07327 

/cds=UNKNOWN 
31215 ERCC2 gene, exons 1 & 2 (partial) 

ycds=UNKNOWN 
31 1 380 acetyl-Coenzyme A acetyltransferase 2 

(acetoacetyi Coenzyme A thiolase) 

(ACAT2), mRNA/Cds={37.1230) 

33950 irrtegrin, beta 4 (TTGB4), mRNA 

/cds=(126,5384) 
28383 multifunctional polypeptide similar to 

SAJCAR synthetase and AIR 

carboxylase (ADE2H1), mRNA 

/cds=(24,1301) 
35832 R2 mRNA for an inducible membrane 

protein 

34415 lactotransferrin (LTF), mRNA 

/Cds=(294,2429) 
31 957 glutamyl-prolyl-tRNA synthetase 

(EPRS), mRNA /cds={58,4380) 
34625 GR01 oncogene (melanoma growth 

stimulating activity, alpha) (GR01), 

mRNA/cds=(79,402) 
35062 DNA segment on chromosome 1 2 

(unique) 2489 expressed sequence 

(D12S2489E), mRNA /cds=(338,988) 
29978 CDC28 protein kinase 2 (CKS2), 

mRNA/cds=(95,334) 
8924082 hypothetical protein PR01 843 

(PR01843), mRNA /cds= (964,1 254) 
23896 xn42c03jrt cDNA, 3' end 

/done=IMAGE2696356 /done^end^ 

33007 IGF-I mRNA for insulin-fike growth ' 
factor I /cds=(1 66,627) 
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GCCCCGTTTTGGGGACGTGAACGTTT 
TAATAATTTTTG CTGAATTCTTTA 

AG GTGGGCACAAGTATTACACATCAG 
AAAATCCTGACAAAAGG GACACAT 

GTTCAACAACACCAGAACTGTGTGTC 
TCATG GTATGTAACTCTTAAAGCA 

TTGACCTCCCA! 1 1 1 1 ACTATTTGCCA 
ATAC CTTTTTCTAGGAATGTGCT 
AAAGCTGTTCAAATACTCGAGCCCAG 
TCTTGTGGATGGAAATGTAGTGCT 
CTTAAGTCTGACGGACCTGTCCTGTC 
CAG GCCAGTGCCCAGGGAAGGTGT 
TTTCTAACCCTGACACGGACTGTGCA 
TACTTTCCCTCATCCATGCTGTGC 

CAGCAGCTGCCTGCTTTTCTGTGATG 
TATGTATCCTGTTGACTTTTCCAG 



TCCCTGAAGAAATATCTGTGAAC CTT 
CTTTCTGTTCAGTCCTAAAATTCG 

ATGGGAGTAATAAGAGCAGTGGCAG 
CAGCATCTCTGAACATTTCTCTGGA 

AC CCATTTCTACTTTTTGCACCTTATT 
TTCTCTGTTCCTGAGCCCCCACA 

TGTGTTTG CAGAGCTAGTGGATGTGT 
TTGTCTACAAGTATGATTGCTGTT 
GGCCCAGCATTGCTGGTTCTATTTAA 
TGGACATGAGATAATGTTAGAGGT 

TGAATATAATATATTTGTGTATTTAAC 

AGGGAGGGGAAGAGGGGGCGATC 

TGGCACTTTAACATTGCTTTCACCTAT 

ATTTTGTGTACTTTGTTACTTGC 

AGTAAATGTACAGTGATTTGAAATAC 

AATAATGAAGGCAATGCATGGCCT 

CTTAATGTGACCTAGCAATAGG CATA 
GCTACGTGGCACTATATTCTGGCC 
AGGAGCACCTCACAGATGCCAACCT 
CAACCTGACCGTGGACGAGGGTGTC 
CCACGACTTCTG CCCATTCTCTCC AG 
TGTGTGTAACAG GGTCACAAG AAT 



GGCC CAAACCTATTTGTAACCAAAGA 
GCTGGGAGCAGCACAAGGACCCAG 
GCGAGCAAGCATTTTGAACACATGGA 
TTTCCTTGAAGCAGGCTGACAAGA 



TCG GATGGGCTGTTTAGATGTTATAT 

AATCCACAAAAGGTTCATTGAGCT 

GGATTGCCCATCCATCTGCTTACAAT 

TCCCTGCTGTCGTCTTAGCAAGAA 

AAAATGAAGTCACACAGGACAATTAT 

TCTTATGCCTAAGTTAACAGTGGA 

GCCTTGTTTAATGGTAGTTTTACAGT 

GTTTCTGGCTTAGAACAAAGGGGC 

AGTGCCTTCCCTGCCTGTGGGGGTC 
ATGCTGCCACTTTTAATG GGTCCTC 

TTCCAGTCAGTTTTTCTCTTAAGTGCC 

TGTTTGAGTTTACTGAAACAGTT 

TCCAATGCAGTCCCATTCTTTATGGC 

CTATAGTCTCACTCCCAACTACCC 

TGGTATAAGAAATGACTTTGAACCAC 

TTTGCAATTGTAGATTCCCAACAA 

CCCCTGCTACTTTGAAACCAGAAAAT 
AATGACTGGCCATTCGTTACATCT 
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3758 Table 3A Hs.279920 X57346 

3759 Table 3A Hs.74405 X57347 

3760 Table 3A Hs.289110 X57609 

3761 Table 3A Hs.289110 X57812 

3762 Table 3A Hs.302063 X58529 

3763 Table 3A : Hs.302063 X58529 

3764 Table 3A Hs.155101 X59066 

3765 Table 3A Hs.83532 X59405 

3766 literature Hs.861 X60188 

3767 Table 3A Hs.81634 X60221 



3768 Table 3A 



3781 Table 3A 

3782 Table 3A 

3783 Table 3A 



Hs.44926 X60708 



3769 Table 3A Hs.81226 X60992 

3770 Table 3A Hs.77054 X61123 

3771 Table 3A Hs.76913 X61970 

3772 Table 3A . Hs.276770 X62466 

3773 Table 3A Hs.80684 X62534 

3774 Table 3A Hs.172690 X62535 

3775 Table 3A Hs.77522 X62744 

3776 Table 3A Hs.296014 X63563 

3777 Table 3A Hs.B2359 X63717 

3778 db mining Hs.2490 X65019 

3779 Table 3A Hs.75248 X68060 

3780 Table 3A Hs.652 X68550 



Hs.1 16774 X68742 
Hs.77502 X68836 

Hs.192760 X69392 



Table 8 

231 1 3 tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
beta polypepUde (YWHAB), mRNA 
/cds=<372,1112) 

32463 tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
Iheta polypeptide (YWHAQ), mRNA 
/cds={100,837) 

33714 rearranged immunoglobulin lambda 
light chain mRNA /cds=(9,710) • 

33723 rearranged immunoglobulin lambda 
light chain mRNA/cds=(9,710) 

33480 rearranged immunoglobulin mRNA for 

mu heavy chain enhancer and constant- 

region /cds=UNKNOWN 
33480 rearranged immunoglobulin mRNA for 

mu heavy chain enhancer and constant 

region /cds= UN KNOWN 
28937 Homo sapiens ATP synthase, H+ 

transporting, mitochondrial F1 complex, 

alpha subunit, isoform 1, cardiac 

muscle 

34508 H.sapiens, gene for Membrane 
cofactcr protein /cds=UNKNOWN 

31220 ERK1 mRNA for protein 

serine/threonine kinase /cds={72,121 1) 

509290 ATP synthase, H+ transporting, 

mitochondrial F0 complex, subunit b, 

isoform 1 (ATP5F1), mRNA 

/cds=(32,802) 
35335 dipeptidylpeptidase IV (CD26, 

adenosine deaminase complexing 

protein 2) (DPP4), mRNA 

/cds=(75,2375) 
29817 CD6 mRNA for T cell glycoprotein CD6 

/cds=(120,1526) 
29508 B-cell translocation gene 1 , anti- 
proliferative (BTG1), mRNA 

/cds=(308,823) 
296739 proteasome (prosome, macropain) 

subunit, alpha type, 5 (PSMA5), mRNA 

/cds=(21,746) 
29645 CDW52 antigen (CAMPATH-1 antigen) 

(CDW52), mRNA/cds=(24,209) 

32332 high-mobility group (nonhistone 

chromosomal) protein 2 (HMG2), 

mRNA /cds=(1 90,819) 
30822 diacylglycerol kinase, alpha (80kD) 

(DGKA), mRNA /cds=(1 03,2310) 
36062 major histocompatibility complex, class 

II, DM alpha (H LA-DMA), mRNA 

/cds=(45,830) 
36121 polymerase (RNA) II (DNA directed) 

polypeptide B (140kD) (POLR2B), 

mRNA/cds=<43,3567) 
28741 tumor necrosis factor receptor 

superfamily, member 6 CTNFRSF6), 

mRNA /cds=(220,1 227) 
33792 caspase 1 , ap opto sis-related cysteine 

protease (interleukin 1 , beta, 

convertase) (CASP1), mRNA 

/cds=(0,1151) 
37230 topoisomerase (DNA) II beta (1 BOkD) 

(TOP2B), mRNA/cds=(0,4865) 
37269 tumor necrosis factor (ligand) 

superfamily, member 5 (hyper-lgM 

syndrome) (TNFSF5), mRNA 

/cds=(39,824) 
33949 mRNA for integrin, alpha subunit 

/cds=UNKNOWN 
36326 Homo sapiens, methionine 

adenosyltransferase ll, alpha, clone 

MGC:4537 IMAG&3010820, mRNA, 

complete cds /cds=:(i 16,1303) 
361 14 kinesin family member 5A (KIF5A), 

mRNA/cd e ="48,3246) 
447 



TGATCTGTCCAGTGTCACTCTGTACC 
CTCAACATATATCCCTTGTGCGAT 



AAAAGCC7TGTGAAAATGTTATGCCC 
TATGTAACAGCAGAGTAACATAAA 



CCAC CACG GGAGACTAGAGCTGCAG 
GATCCCGGGGGAGGGGTCTCTCCTC 

CAGTGGAAGTC CCACAGAAGCTACA . 
G CTGCCAGGTCACG CATGAAGGGAG 

CCCACACTGCTTTGCTGTGTATACGC 
TTGTTGCCCTGAAATAAATATGCA 

CCCACACTGCTTTGCTGTGTATACGC 
TTGTTGCCCTGAAATAAATATGCA 

AC AAATTTCTTG G CTGGATTTGAAG C 
TTAAACTCCTGTG GATTCACATC A 



AGAGACCAGTTTTCTCTG GAAGTTTG 
TTTAAATGACAGAAG CGTATATGA 
CGCCCCTGCCACCTCCCTGACCCGT 
CTAATATATAAATATAGAGATGTGT 

GCCAGTCAGATGTTTCTCATCCTTCT 
TGCTCTGCCTTTGAGTTGTTCCGT 



AAATACTGATGTTCCTAGTGAAAGAG 
GCAGCTTGAAACTGAGATGTGAAC 



AGAAGCTGCACTAGGCCCCGAGTCC 
CCATGTGTCTCCTTGAATTGATGAG 
AAGTCTTTTCCACAAACCACCATCTAT 
TTTGTGAACTTTGTTAGTCATCT 

AAATTTTATTTCCAGCTCCTGTTC CTT 
GGAAAATCTCCATTGTATGTGCA 

CCTGAAACAGCTGCCACCATCACTCG 
CAAGAGAATCCCCTCCATCTTTGG 

TTCTGTGTGTATGGTAGCACAGCAAA 
CTTGTAGGAATTAGTATCAATAGT 

ACACACATACACACACCCCAAAACAC 
ATACATTGAAAGTGCCTCATCTGA 
GATCTCCTCTTAGGGTAGAAGAAGTC 
TCTGGGACATCCCTG G GGTGTGTG 

GGCTGCCG CAATAAAACCCAGATTTC 
TTTGGTG CGAATGCCTTACGCATG 

TCATCATCTGGATTTAGGAATTGCTC 
TTGTCATACCCCCAAGTTTCTAAG 

TGCCCACCACTGAAAGAGTGACTTTG 
ACAAGATGTTTCTACCTCTTCCCA 



TTTGATCAGGATTCAGATGTGGACAT 
CTTCCCCTCAGACTTCCCTACTGA 
TCTACCTG CAGTCTCCATTGTTTCCA 
GAGTGAACTTGTAATTATCTTGTT 



CGGATTGTTG CTGTTAATGCTGCTCA 
TTTTAGCACTGTGGAAGATTGGAT 
TAG AGATTGTGAAGAAGAATTTC GAT 
CTCCGCCCTGGGGTCATTGTCAGG 



CTCCTGTTGGGTAAGG GTGTT GAGTG 
TGACTTGTGCTGAAAACCTGGTTC 
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HS.156110 
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Table 3A 


Hs.156110 
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Hs.74637 
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Hs.79362 
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Hs.79362 


X76061 


3800 


Table 3A 


' Hs.83347 
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Hs.334648 
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Hs.74576 


X79353 
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Hs.7957 


X79448 
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Hs.249495 


X79536 
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Table 3A 


Hs.151134 


X80695 


3811 


Table 3A 


Hs.77897 


X81789 


3812 


Table 3A 


Hs.318501 


X82200 
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Table 3A 


Hs.1 53961 


X82206 



Table 8 

1 01 5499 Sjogren syndrome antigen B 
(autoantigen La) (SSB), mRNA 
/cds=(72,1298) 

32627 mRNA; cDNA DKFZp434E0516 (from 
clone DKFZD434E0516) 
/cds=UNKNOWN 

37089 transforming growth factor, alpha 
(TGFA), mRNA/cds=(31,513) 

38457 splicing factor proline/glutamlne rich 
(polypyrimidine tract-binding protein- 
associated) (SFPQ), mRNA 
/cds~(85,2208) 
31 301 1 Homo sapiens, clone MGC:1 5351 

IMAGE:4126712, mRNA. complete cds 
/cds=(87,1142) 
1 3435401 gene for monocyte chemotactic protein- 
3<MCP-3)/cds=(0,329) 
441418 cDNA: FU21321 fis, clone COL02335, 
highly similar to HSA010442 mRNA for 
immunoglobulin kappa light chain 
/cds=UNKNOWN 

441418 cDNA: FU21321 fis, done COL02335, 
highly similar to HSA010442 mRNA for 
immunoglobulin kappa light chain 
/cds^UNKNOWN • 

402777 protein phosphatase 1 , catalytic 

subunit, gamma isofomi (PPP1CC), 
mRNA /cds=(1 54,1 125) 

397375 intermediate filament protein syncoflin 
(SYNCOIUN), mRNA /cds=(1 68,623) 

671 526 chaperonin containing TCP1 , subunit 3 
(gamma) (CCT3), mRNA /cds=(0,1634) 

402648 v-rel avian reticuloendotheiiosis viral 

oncogene homolog (REL), mRNA 

/cds=(177.2036) 
45541 8 splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA /cds=(1 55,820) 
456258 testis enhanced gene transcript 

(TEGT), mRNA/cds=(40,753) 
41 5822 p1 30 mRNA for 130K protein 

/Cds=(69,3488) 
41 6030 p1 30 mRNA for 1 30K protein 

/cds=(69,3488) 
431952 angio-associated, migratory cell protein 

(AAMP), mRNA/cds=(0,1358) 
434305 lipase A, lysosomal acid, cholesterol 

esterase (Wolman disease) (UPA), 

mRNA/cds=(40,1239) 
556782 PAP mRNA /cds=UNKNOWN 

453863 thioredoxin (TXN), mRNA 

/cds=(63,380) 
483524 ERF-1 mRNA 3* end /cds=UN KNOWN 

531 1 05 synovial sarcoma translocation, 

chromosome 18 (SS18), mRNA 

/cds=(3 l 1178) 
495125 ribosomal protein L11 (RPL11), mRNA 

/cds=(0,536) 
695584 GDP dissociation inhibitor 1 (GDI1), 

mRNA/cds=(80,1423) 
2326523 adenosine deaminase, RNA-spedfic 

(ADAR), transcript variant ADAR-a, 

mRNA /cds=(1 87,3867) 
496897 heterogeneous nuclear 

ribonucleoproteinAI (HNRPA1), 

transcript variant 2, mRNA 

/cds=(1 04,1222) 
61 9490 oxidase (cytochrome c) assembly l-like 

(OXA1L), mRNA/cds=(0,1487) 
551449 splicing factor 3a, subunit 3, 60kD 

(SF3A3), mRNA/cds=(8,15l3) 
899299 stimulated trans-acting factor (50 kDa) 

(STAF50), mRNA/cds=(122,1450) 

563882 ARP1 (actin-related protein 1, yeast) 
homolog A (centractin alpha) 
(ACTR1A). mRNA /cds=(57,1 187) 
448 



1 AAAAGGAAAACCGAATTAGGTCCACT 
TCAATGTCCACCTGTGAGAAAGGA 

1 GGAAGAACCGTCCAGAGCTGAGTGA 
CG CTG G GATC CGG GATC AAAGTTG G 

1 TGTGCATTGTTATTGAGTTGTACTGTA 
CCTTATTTGGAAGGATGAAGGAA 

1 CCCATTTCTTGTTTTTAAAAGACCAAC 
AAATCTCAAGCCCTATAAATGGC 



1 AGAAGCATGTCACTTTCATGTTCCTC 
CCTAACTCCCTGACCTGAGAACCC 

1 GGATGCTCCTCCCTTCTCTACCTCAT 
GGGGGTATTGTATAAGTCCTTGCA 

1 GCACCATCTGTCTTCATCTTCCGCCA 
TCTGATGAGCAGTTGAAATCTGGA 



1 GCACCATCTGTCTTCATCTTCCGCCA 
TCTGATGAGCAGTTGAAATCTGGA 



1 AAAAGAAATCTGTTTCAACAGATGAC 
CGTGTACAATACCGTGTGGTGAAA 

1 GGCCTGTTACTCTCCATGACT AACTG . 
TGTAAGTG CTTAAAATG G AATAAA 

1 GGCAGCCCCCAGTCCCTTTCTGTCC 
CAGCTCAGTTTTCCAAAAGACACTG 

1 TCTTGATACCACCTATATAGATG CAG 
CATTTTGTATTTGTCTAACTG GGG 

1 CGGGCCTTGCATATAAATAACGGAGC 

ATACAGTGAGCACATCTAGCTGAT 
1 CTGTGCTTTTTGCTTGG GATAATGGA 

GTTTTTCTTTAGAAACAGTGCCAA 
1 TTGAGG G GATTAATATGAAAACTTAT 

GACCTCTTCCTTTAGGAGG GAGTT 
1 TGTTAAAACCCCTATAG CCACCTTTT 

GGGAATGTTTTAAATTCTCCAGTT 
1 TGGCAGG CGTC AACCCCATTTTATTT 

GTCCTTATTCCTGTGGAAGCAGTA 
1 AATACACCTGCTTCACGTCCCTATGT 

TGGGAAGTCCATATTTGTCTGCTT 

1 CAGGAAATGCAGCAACTTCAGGAAAT 

GCAGCAACAAAAATAC CTACTCCT 
1 AAACCCAGTTGCCATCTGC GTGACAA ■ 

TAAAACATTAATG CTAAC ACTTTT 
1 TGCTGTATTACTTCTGAAAAGACTGT 

GCAGTGTGTTAGTTGTTGGCTGAA 
1 GTGTATGAGAGAGAGAGTGTGTGTTT 

GTGTGTTTCAAGGTCAGAACAGGT 

1 TGGTTCCAGCAGAAGTATGATGGGAT 
CATCCTTCCTGGCAAATAAATTCC 

1 TGTCCCCTTCCCCACCCTCTAGTGTA 
TTTCACAGAAAACAAAACCTCCCA 

1 AGTCCAGTTTTATGATTCTGCTTTTAT 
GTGTCCCTTGATAACAGTGACTT 

1 AAACTCATCTGTCCAAGTTCGTG GCA 
GAAAGGAACGTCCTTGTGAAGACC 



1 AGAGCACTGGGTAGCCAAGTGATCTT 
C CCATTCAC AGAGTTAGTAAAC CT 

1 CCCCCAGAGACCCCATTTGCCTCTCA 
ACACTCAGACCTTCAACTG 1 1 1 1 1 

1 CCAGTGACACCCCATATTCATCACAA 
AATTAAAG CAAGAAGTCCATAGTA 

1 TGACACCAAGACCCACCCCAATCCAG 
ACTTCACACAGTATTCTCCCCCAC 
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Hs.160483 


X85116 


3816 


Table 3A 
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Hs.1 39262 
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Hs.51077 


Y00093 
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Hs.1 69476 


Y00282 
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Hs.76473 


Y00285 
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Hs.172182 


Y00345 
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Table 3A 


Hs.1 80414 


Y00371 
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Hs.233950 
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Hs.79368 


Y07909 
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Hs.1 13503 


Y08890 
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Hs.227817 
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Hs.43913 
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Table 3A 
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Table 3A 
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603028 SMA4 mRNA /cds={66,488) 
1 1 61 561 epb72 gene exon 1 /cds=(61 ,927) 

2760482 Wiskott-Aldrich syndrome protein 

Interacting protein (WASPIP), mRNA 
/cds=(108,1619) 

1143491 mRNA for BiP protein /cds=(222,21 83) 

887455 tumor necrosis factor (Ugand) 

superfamily, member 6 (TNFSF6), 

mRNA fcds=(1 57,1 002) 
1150420 rTS beta protein (HSRTSBETA). 

mRNA/cds=(17,1257) 
1237037 thioredoxin reductase 1 (TXNRD1), 

mRNA /cds=(439,1 932) 
141 8768 predicted non coding cDNA (DGCR5) 

/cds=UNKNOWN 
1225979 mRNA for HMGI-C protein 

/cds=(B48,1177) 
1292867 mlcrotubule-associated protein, RP/EB 

family, member 2 (MAPRE2), mRNA 

/cds=(1 12,1095) 
341 3292 chromosome 1 2 open reading frame 8 

(Cl2orf8), mRNA /cds=(1 1 ,798) 
1 806039 adipose differentiation-related protein 

(ADFP), mRNA/cds=(0,1313) 

1498228 OEAD/H(Asp-Glu-A!a-Asp/His)box 

polypeptide 18 (Myc-regulated) 

(DDX1 8), mRNA /cds=(71 ,2083) 
1869900 XIAP associated fector-1 

(HSXIAPAF1), mRNA /cds=(0,953) 
34275 protein tyrosine phosphatase, receptor 

type, C (PTPRC), mRNA 

fcds=(BS.4O00) 
351 75 integrin, alpha X (antigen CD1 1C 

(p150), alpha polypeptide) (ITGAX), 

mRNA/cds=(58,3549) 
36048 Homo sapiens, glyceraldehyde-3- 

phosphate dehydrogenase, done 

MGC:10926 IMAGE'3628129, mRNA, 

complete cds /cds=(2306,3313) 
33054 insulin-like growth factor 2 receptor 

(IGF2R). mRNA /cds=t147,7622) 
35569 poly(A)-binding protein, cytoplasmic 1 

(PABPC1), mRNA/cds=(502,2403) 
32468 hsc70 gene for 71 kd heat shock 

cognate protein - 
34038 serine protease inhibitor, Kunfe type 1 

(SPINT1),mRNA/cds=(175 l 1716) ■ 
35267 serine (or cysteine) proteinase Inhibitor, 

clade B (ovalbumin), member 2 

(SERPINB2), mRNA fcds=(72,1319) 

1 542882 epithelial membrane protein 1 (EMP1), 

mRNA /Cds=(21 8,691) 
22531 55 Homo spalens mRNA for Ran_GTP 

binding protein 5 (RanBP5(lmportin5) 

gene) /cds=(236,3529) 
1694788 BCL2-related protein A1 (BCL2A1), 

mRNA/cds=(183,710) 
3925684 PIBF1 gene product (PIBF1), mRNA 

/Cds=(0^276) 
4581462 pinin, desmosome associated protein 

(PNN), mRNA/cds=(30,2261) 
1 841433 mitogervactivated protein kinase 

kinase kinase 14 (MAP3K14), mRNA 

/cds=(232,3075) 
2706510 interferon-related developmental 

regulator 1 (IFRD1), mRNA 

/cds=(219,1580) 
1 8481 80 splicing factor, arginine/serine-rich 2, 

interacting protein (SFRS21P), mRNA 

/cds=(1210,4656) 
280851 0 Ewing sarcoma breakpoint region 1 

(EWSR1), transcript variant EWS, 

mRNA/cds=(43.2013) 
21 17158 protein phosphatase 1, regulatory 

subunit 10 (PPP1R10), mRNA 

/cds=(539,3361) 



G ACTGCAAGTCACTCTTAG GGGCTGT 
ACTTCCTTAGTACTGGTAGCATTA 
AACTGAG CATCACGAACCCTGTTTGG 
CAGACTGAGGTCACGATGGAGGGG 
TC CTCCATTG AAGAAG AATGTCAACA 
AGAAAGGAAAAATAGACAAACTGG 

AAGTCTCGAATGTAATTGGAATCTTC 
ACCTCAGAGTGGAGTTGAACTGCT 
CCATCGGTGAAACTAACAGATAAGCA 
AGAGAGATGTTTTGGGGACTCATT 

ACAAAAATAG CTATATCAAG GGCTGG 

CACCTAGACATTAAACTGTACTTT 

GTCCACCAGTCTCTGAAATTAGAACA 

GTAGGCG GTATGAGATAATGAGGC 

GAAATGTAGCTGGAGTCATCATTTAG 

CAGAGCACGGTGTCCCTGGGTTGG 

GCCTCTGTGATCCCCATGTGTTTTGA 

TTCCTGCTCTTTGTTACAGTTCCA 

AAAACAAGAAACAAATGTG CCCACCC 

CACTTTCCG CTTAACTGAAAAGCT 

GTAAAAAGG CTGTCTGTGATTTTCCA 
GGGTTTGGTGGGGGTAGGGAGGGG 
CTGACTGAGTCTCAGAATGCTCAGGA 
CCAAGGTG CAGAGATGGACAAGAG 

AGCTTCTTGGGTTCCTAATTCCTGGT 
GTTTAATAATTCTCTCCACGATCA 

TACTTGCTGTGGTGGTCTTGTGAAAG 
GTGATGG GTTTTATTCGTTGGG CT 
ATTTCCAGTGAG CTTATCATGCTGTC 
TTTACATG GG GTTTTCAATTTTG C 

TGCAGCTCACCAGCCCCAGGGGCAG 
AAGAGACCCAACCACTTCCTATTTT 

ACTTACCCAGATGTTGCTTTTGAAAA 
GTTGAAATGTGTAATTGTTTTGGA 



TGTATATAGACTCTGGTGTTCTATTG 

CTGAGAAGCAAACCGCCCTGCAGC 

ATGTCAGTTCTGTTTTAAGTAACAGAA 

TTGATAACTGAGCAAGGAAACGT 

TTGGAGCTAAGCTGCCACCTGGTTAA 

TTAAGGTCCCAACAGTGAGTTGTG 

CTTTGGAGGGTGTCTTCTGGGTAGAG 

GGATGGGAAGGAAGGGACCCTTAC 

TG CCTTTAATTGTTCTC ATAATGAAGA 

ATAAGTAG GTACCCTCCATGCCC 



ATTTGCATTACTCTGGTGGATTGTTCT 
AGTACTGTATTGGGCTTCTTCGT 
TTTG GCTTAGTGTTTTC ATTGCAAATT 
ATAATTGCTGTAGAGCCACACAC 

TTGATGATGTAACTTGACCTTCCAGA 
GTTATGGAAATTTTGTCCCCATGT 
AACAAAAGATGAAGACCTAGTGTTTT 
GGATGGGAAGCACCTGTAGACCAT 
ACATGTGCAAATAAATGTGGCTTAGA 
CTTGTGTGACTGCTTAAGACTAAA 
TCTG GGTTGTAGAGAACTCTTTGTAA 
GCAATAAAGTTTG GGGTGATGACA 

CGAACCAAAGCTAGAAGCAAATGTCG, 
AGATAAGAGAGCAGATGTTGGAGA 

CACTCTTCACCTATTGTATGACCAAAT 
AAAGGTTATGCTGCTTGTTACGC 

TGCTAGGTGATGGAGTAGAAATG GAT 
TCCCTCTGGGAATGGTTTCTTGGT 

TATGAAAACAGTGGATTGGTTG GGTT 
TTGTGCAGGGTCTTGGGTTAGAGC 
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Table 8 



3846 Table 3A 

3847 Table 3A 

3848 Table 3A 

3849 Table 3A 

3850 Table 3A 

3851 Table 3A 

3852 Table 3A 

3853 Table 3A 

3854 Table 3A 

3855 Table 3A 

3856 Table 3A 

3857 Table 3A 

3858 Table 3A 

3859 Table 3A 

3860 Table 3A 

3861 Table 3A 

3862 Table 3A 

3863 Table 3A 

3864 Table 3A 

3865 Table 3A 

3866 Table 3A 

3867 Table 3A 

3868 - 

3869 Table 3A 

3870 Table 3A 

3871 Table 3A 

3872 Table 3A 

3873 Table 3A 

3874 Table 3A 

3875 Table 3A 

3876 Table 3A 



HS.16530 Y13710 2326515 

Hs.17883 Y13936 2315201 

Hs.195175 Y14039 2653415 

Hs,227913 Y15906 5327055 

Hs.85951 Y16414 2924334 

Hs.271387 Y16645 2916795 

Hs.337737 Y17829 4128042 

Hs:247792 Z00013 33149 

Hs.173936 Z17227 393378 

Hs.211577 Z22551 296163 

Hs.82401 Z22576 397938 

Hs.74076 Z22970 312145 

HS.146381 Z230S4 3256006 

Hs.225160 Z23090 433597 

Hs.4934 Z24724 505034 

Hs.2236 Z29067 479172 

Hs.109918 Z35227 609016 

Hs. 198427- Z46376 587201 

Hs.171626 Z47087 860989 

Hs.180877 Z48950 761715 

Hs.83465 Z49995 895841 

Hs.78683 Z72499 1545951 

Hs.51077 M81695 487829 

Hs.1 13029 BF025727 10733439 

Hs.150675 BF028489 10736201 

Hs.74170 BF028898 10736608 



Hs.199061 BF029654 

Hs.13268 BF029798 

Hs.149595 BF029894 

i 

Hs.1 18303 BF030930 



small inducible cytokine subfamily A 
(Cys-Cys), member 18, pulmonary and 
activation-regulated (SCYA18), mRNA 
/cds={70,339) 

protein phosphatase 1G (formerly 2C), 
magnesium-dependent, gamma isoform 
(PPM1G), mRNA /cds=(24,1 664) 

mRNA for CASH alpha protein 
/cds={481,1923> 

API5-Bke1(APl5L1). mRNA 
/cds=(1 32,1 646) 

exportin, tRNA (nuclear export receptor 
fortRNAs)(XPOT), mRNA 
/cds=(0,2888) 

mRNA for monocyte chemotactic 
protein-2/cds=(472,771) 
Homer, neuronal immediate early 
gene,1B(SYN47), mRNA 
/cds=(75,1139) 

germline gene for the leader peptide 
and variable region of a kappa 
immunoglobulin (subgroup V kappa l) 
mRNA for transmebrane receptor 
protein /cds=(43,1 020) 
kinectin 1 (kinesin receptor) (KTN1), 
mRNA/cds=(83,3985) 
CD69 antigen (p60, early T-cefl 
activation antigen) (CDS 9), mRNA 
/Cds=(81,680) 

mRNA for M130 antigen cytoplasmic 
variarrt2/cds=(l0l,357l) 

RNA binding motif protein, X 
chromosome (RBMX), mRNA 
/cds={11,1186) 

hypothetical protein FL113102 
(FU13102), mRNA/cds=(80,1084) 

polyA site DNA /cds=UN KNOWN 

nek3 mRNA for protein kinase 
/cds=(0,1379) 

ras homolog gene family, member H 
(ARHH), mRNA /cds=(579,1 154) 

hexokinase 2 (HK2), mRNA 
/cds=(1490 l 4243) 

transcription elongation factor B (Sill), 
polypeptide 1-like (TCEB1L), mRNA . 
/cdsKIOI.592) 

done PP781 unknown mRNA 
/cds=(1 13,523) 

homeo box D1 (HOXD1), mRNA 
/cds=(223,1209) 

ubiquitin specific protease 7 (heroes 
virus-associated) (USP7), mRNA 
/cds=(1 99,3507) 

integrin, alpha X (antigen CD11C 
(p150), alpha polypeptide) (fTGAX), 
mRNA/cds=(58,3549) 
ribosomal protein S25 (RPS25), mRNA 
/cds=(63,440) 

polymerase (RNA) II (DNA directed) 
polypeptide K (7.0kD) (POLR2K), 
mRNA/cds=(66,242) 

602708243F1 cDNA, 5' end 
/done=lMAGE:4B44914 /clone end=5' 



1 0737366 p30Q/CBP-associated factor (PCAF), 

mRNA/cds=(458,2956) 
10737508 602634117F1 cDNA, 5' end 

/done=lMAGE:4779149 /done_end=5' 

10737606 601557055F1 cONA, end 

/done=IMAGB3827172 /done_end=5 f 

10738642 601558648F1cDNA,5 , end 

/done=IWIAGE:3828706 /done^end=5* 



Hs.337986 BF033741 10741453 



Homo sapiens, done MGC: 17431 
IMAGE:2984883, mRNA, complete cds 
/Cds=(1336,1494) 



TGCATGGATCAATCAGTGTGATTAGC 
TTTCTCAGCAGACATTGTGCCATA 



CTCATCACCGGTTCTGTGCCTGTGCT 
CTGTTGTGTTGGAGGGAAGGACTG 



GGAG CACACTCTGAGAAAGAAACTTA 

TCCTCTCCTACACATAAGAAACCA 

TGCAAGACACCTGTTTATCATCTTGTT 

TAAATGTAAATGTCCCCTTATGC 

TCAACGCCAATATGTATTCTACAAAA 

GAGAATGGTTTTAGGCTCCAGTGT 

TGGATCATCAAGGTGAAACACTTTGG 
TATTCTTTGGCAATCAGTGCTCCT 
GATACACTGTCTCTCTTCATAGGACT 
GTTTAGGCTCTGCATCAAGATTGC 

AAGGCAGGGATCATGACACCTGAGG 
AGTCTAGTTTATGGCTTCAGTTGGA 

ATGGATG GACTGATCTGAAAATCGAC 

CTCAACTCAAGGGTGGTCAGCTCA 

TGCTAATGTAATCGGT7TTTGTAATG 

GCGTCACAAATAAAAG GATGCTTA 

TGCAAGACATAGAATAGTGTTGGAAA 

ATGTGCAATATGTGATGTGGCAAA 

AAGTTTGTGAATGTGACTACTTAGTG 
GTGTATATGAGACTTTCAAGGGAA 
CCATTTTGCCTTTCTGACATTTCCTTG 
GGAATCTGCAAGAACCTCCCCTT 

CTGTGCCTCCCCCGCCACCTGTGTG 

TTCTTTTGATACATTTATCTTCTGT 

TGTATATTTATGGTG G GAGGTGGTTG 

GGAACTTTTAACAAAATGGG GTGT 

TCCTTTGGAAACAGAATGAAGCAGAG 

GAAACTCTTAATACTTAAAATCGT 

TTGCCCAGGCCAGTTAGAAAATCCCT 

TGGGGAACTGTGATGAATATTCCA 

CTAGTCATAGAAATACCTCATTCGCC 

TGTGGGAAGAGAAGGGAAGCCTCT 

ATGTGGTAAAACCCAGAAAGCATCCA 

TCATGAATGCAAGATACTTTCAAT 

TG CTTG ATTAAGATG CCATAATAGTG 
CTGTATTTG CAGTGTGGG CTAAGA 
TCTTCTGTTTCATCCTGCGGTTCTGG 
AACCAGATTTTGACTTGCGTGTCA 
CCTTCAGTTATACTTTCAATGACCTTT 
TGTGCATCTGTTAAGG CAAAACA 

ATGCATCTACCGCTCCTTGGGAAATA 
ATCTGAAAGGTCTAAAAATAAAAA 

CGCAAGAAG CAGGAAGAGGAAAGAG 
AAGAAAAGCACAACGGGGAAAGATA 

GTAGTGTGTTGCATCCCTCTCACCCT 
CTGATCTTCGTCAGTCGTGTCATG 

GAGGGAAACCCGGTAATAGGCTGGG 
AGTAATCCACACACGTGCTAACATT 

CACACACTGCTACGTGACGTACCACT 
ACTGCCAGCGCAGCACTAGCTCAC 
GGATCGTGACACACCGGGTTACACA 
CTTTCCACACCGTAATTCCATCAAT 

G GTTG CACCAAG G CTGC CTAG GAGA 
AGTGCCTGACTGGACTACCCCGATC 

TCTGCCATCTGTCTATTTCCCAATTTT 
CCTTCTGACTGTTCCTTTCTCCT 

CTGTGATATTTTGGTCATGGGCTGGT 
CTGGTCGGTTTCCCATTTGTCTGG 
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3877 Table 3A 

3878 Table 3A 

3879 Table 3A 

3880 Table 3A 

3881 Table 3A 

3882 Table 3A 

3883 Table 3A 

3884 Table 3A 

3885 Table 3A 

3886 Table 3A 

3887 Table 3A 

3888 Table 3A 

3889 Table 3A 

3890 Table 3A 

3891 Table 3A 

3892 Table 3A 

3893 Table 3A 

3894 Table 3A 

3895 Table 3A 
3898 Table 3A 

3897 Table 3A 

3898 Table 3A 

3899 Table 3A 

3900 Table 3A 

3901 Table 3A 

3902 Table 3A 

3903 Table 3A 

3904 Tabte3A 

3905 Table 3A 

3908 Table 3A 



Hs.144559 BF036686 

Hs.39457 BF 103848 

Hs.279009 BF105172 

HS.95388 BF107010 

Hs.171595 BF130300 

Hs.129872 BF131060 

Hs.75428 BF1 31654 

Hs.9614 BF131656 

NA BF184881 

Hs.16095^ BF207290 

HS.76064 BF214146 

Hs.169248 BF214508 

HS.759B8 BF217687 

Hs.111611 BF219474 

Hs.112318 BF237710 

Hs.1 82937 BF242969 

Hs.171774 BF243010 

Hs.296251 BF243724 

Hs.109697 BF244603 

Hs.294110 BF245076 

Hs.182825 BF245224 

Hs.1 99248 BF245892 

Hs.108124 BF303895 

Hs.296251 BF303931 

NA BF306204 

Hs.5174 BF307213 

Hs.84883 BF307871 

Hs.63908 BF309911 

Hs.292457 BF310166 

NA BF313858 



Table 8 

10744746 601459771 F1 cDNA, 5* end 1 
/done=GWAGE:3863248 /done_end=S' 

10886287 602537152F1cDNA,5'end 1 
/done=IMAGE:4656037 /done_end=5' 

10887698 matrix Gla protein (MGP), mRNA 1 
/cds-(46,357) 

10889635 60261 9064F1 cDNA, 5* end 1 
/done=IMAGE4733030 /done_end=5' 

1 0969340 HIV TAT spedfic factor 1 (HTATSF1), 1 

mRNA/cds=(57,2321) 
10970089 sperm associated antigen 9 (SPAG9), 1 

mRNA/cds=(110,2410) 
10970694 superoxide dlsmutase 1, soluble 1 

(amyotrophic lateral sderosis 1 (adult)) 

(SOD1), mRNA/cds=(0,464) 
10970S86 nudeophosmin (nudeolar 1 

phosphoprotein B23, numatrin) (NPM1), 

mRNAfcds=<0,884) 
11063302 ESTs 1 

11100876 602759615F1cDNA,5'end 1 
/don e=IMAGE: 4895042 /done_end=5' 

11107732 ribosomal protein L27a (RPL27A), 1 
.- mRNA/cds=<22,468) 

11108094 601845758F1cDNA,5'end 1 
/done=IMAGE:40765lO /done_end=5' 

1 1 1 1 1 273 thymosin, beta 4, X chromosome 1 
(TMSB4X), mRNA/cds=(77,2H) 

11113299 ribosomal protein L27 (RPL27), mRNA 1 
/cds=(17,427) 

11151628 cDNAFU14633fis,done 1 
NT2RP2000938 /cds=UNKNOWN 

1 1 156897 peptidylproiyl Isomerase A (cyctophilin 1 
A) (PPIA), mRNA/cds=(44,541) 

11156938 hypothetical protein (HSPC016), 1 
mRNA/cds=(38.232) 

1 1 1 57654 programmed cell death 4 (neoplastic 1 
transformation inhibitor) (PDCD4), 
mRNA/cds=(84,1493) 

11158534 601862620F1cDNA,5'end 1 
/done=lMAGE:4080412 /done_end=5' 

11159008 601863910F1cDNA,5 , end 1 
/clone=IMAGE:4082235 /done_end=5 1 

1 1 159156 ribosomal protein L35 (RPL35), mRNA 1 
/cds=(27,398) 

1 1 1 59734 prostaglandin E receptor 4 (subtype 1 

EP4) (PTGER4), mRNA 

/cds=(388,1854) 
11250572 cDNA: FU23088 lis, done LNG07026 1 

/cds=UNKNOWN 

1 1 250608 programmed cell death 4 (neoplastic 1 
transformation inhibitor) (PDCD4), 
mRNA /cds=(84,1493) 

11253289 cDNA done 0WAGE:41 38980 1 



11254322 ribosomal protein S17 (RPS17), mRNA 1 
/cds=(25,432) 

11255039 mRNA for KIAA0864 protein, partial 1 

cds /cds=(0,3656) 
11257388 hypothetical protein MGC1 4726 1 

(MGC14726), mRNA /cds=(21 ,653) 
11257703 Homo sapiens, done MGC:16362 1 

lMAGE:3927795 f mRNA, complete cds 

/Cds=(498,635) 
11261925 601 902261 F1 5' end 1 

/done=IMAGE'4134993 
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TACGACATTTGCGAAATTCGCTAAAA 
ACAAGGGGGAGTTCACGCGGCCAT 

GCGCAGGTTACCGGAACCCAAGGTC 
CTTTGAAATTCACAACTCTCTTTGG 

AGCTGTGGAAAGGGCAACCTGTGGT 
TTCTCTGTACTGGTGTTTAATGGGG 
CACAAACACCCGCCCGAGCAACCAC 
AGACACAGGACACGACACCACACAC 

AAAGGGTTACTTTTCAAAACAGTCTC 

CTTTCGACCGGGGTCAGGGTGGCC 

GGTGGACAGTATAAGGCGGTTAAGAT 

CCGTTGATGGCGAAGGTGAGAATG 

GACAGAGCGAGTAGACGGGAGGCGG 

AGAAGGAAGAGGAGACGAGACGAGG 

CAAGACACAGAGGCAACGGAGAGAC 
ACGCAGACAAGCAAGGCCACGGAAC 

AGGGATAGGATAATTACAGAGGTACT 
GAGACTCCTGGCGTGGGTGACTCT 
CCCATCATGAAAAAACGCCTTAGGAG 
CCGAAGAAGAAAACCTCGGGAAAA 

GACACAGCGAGAGTCCAGGAACAGG 
CAGACAAGCGAGAAAGAGGAGAAGC 

GTAGGAGGC GAGAAGGAAGAACAAG 
GCACACCGAAGGAGCAAGACCAGAC 

CAAGAAGCAGAAGCAGCAACCAGAG 
ACAGAGAGACAAACGCAGAACAACA 

CAACAAGCAGACGAACAACAACAAAT 

ATCAACGAGGCGCAGCAGCTCAAA 

AACACACAAGAGAAACATAACCACTA 

AATCACTACAAACACACACAGAAT 

AAACGAATTCTTGCACTGAGAGTGTT 

CACAGCGCCACTTTCCTCCTCCTC 

CGAGAAGCAGAAGATGACAGCAGAG 
CGAAAGCAGAGAACGAACAGACAAG 

TTG G ATTTATTAAAGTC CCTTTG GAA 
GTCTTCTACCATTACTGTAGACCA 

TCACATACCCTATGCCGACTGAGTGG 
AACGAGCCGACTATCACACAGAGC 

CACATGCGCAATAAACCCGGCGAAG 
ACGCCACTCTGC GGCAAAGGACACA 

CCGCAGACACGAAAGCACCAACCAC 
CGACCGCCACCAGAAGGAACAACAG 

GGGCACTTAAATGGTCACCTGTGTAA 
CAGTTTGGTGTAACTCCCAGTGAT 

ACAACACGAAAACGAACAAGCAAAGA 
AAGAAAACGGACACGAGCGAACCA 

TTG G ATTTATTAAAGTC C CTTTG GAA 
GTCTTCTACCATTACTGTAGACCA 

CAG C C ATGT C C ATGACAAC CAGAGC 
CTGGGAGGAGCTGGATGGCGGCCTG 

AAACACACAGCAAGAACCACGAAAAG 
AGCAACCCAAAATAGGAAAAGCGG 

ACAG C GTG GATATAAGGAC C AAGAG 
ACTAGGGCGCATACTATGATTCGCA 
ATGGACACGAGGACG GAACTGGGGG 
TACTAGAACAAC C CTTCTCTGAAAA 
AGACCAAACGAGAAGGAGAAAAAGC 
AAGACCACAAAAGACAACAACAGCG 

AAAAAATCGGGCTTTTTCTGGGGGAA 
AGGGAAGGGCGGGGAATGCTGGCC 
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3907 Table 3A NA BF315059 

3908 Table 3A Hs.99858 BF315159 

3909 Table 3A Hs.26B177 BF339088 

3910 Table 3A Hs.296317 BF340402 

3911 Table 3A Hs.116567 BF341330 

3912 Table 3A Hs.2554 BF341359 
3913- Table 3A Hs.28788 BF341640 

3914 Table 3A Hs.33905 BF34224B 

3915 Table 3A Hs.127863 BF342439 

3916 Table 3A Hs.205442 BF377518 

3917 Table 3A Hs.319825 BF380732 

3918 Table 3A Hs.5174 BF381953 

3919 Table 3A Hs.1 12237 BF525720 

3920 Table 3A Hs.1 36537 BF526066 

3921 Table 3A Hs.274472 BF526421 



3922 Table 3A 

3923 Table 3A 

3924 Table 3A 

3925 Table 3A 



Hs.334825 BF530382 

Hs.255390 BF531016 

Hs.146428 BF569545 

Hs.22265 BF571362 



3926 Table 3A Hs.301183 BF572855 

3927 Table 3A Hs.79530 BF663116 

3928 Table 3A Hs.1 1356 BF665055 

3929 Table 3A Hs.3585 BF666961 

3930 Table 3A Hs.46677 BF667621 

3931 Table 3A Hs.343615 BF668050 

3932 TaWe3A Hs.12035 BF668230 

3933 Table 3A Hs.324342 BF668584 

3934 Table 3A Hs.285729 BF6705B7 



Table 8 

1 1 263244 601 899090F1 5' end 

/clone=lMAGE:4128334 

1 1 263380 ribosomal protein L7a (RPL7A), mRNA 
/cds=(31,831) 

1 1 285508 phosphofipase C, gamma 1 (formerly 
subtype 148) (PLCG1), mRNA 
/cds=(76,394B) 

11286776 mRNA for KIAA1789 protein, partial 
cds /cdsf (3466,4899) 

1 1 287821 60201 3274F1 cDNA, 5* end 

yWone=lMAGE:4149066 /done_end=5* 

1 1287850 star/Itransferase 1 (beta-galactoside 
alpha-2,6-sialytransferase) (SIAT1), 
mRNA/cds=(310.1530) 

1 1288136 602016073F1 cDNA, 5* end 

/clone=IMAGE:41 51706 /donej3nd=5' 

1 1 289148 602041247F1 cDNA, 5' end 

/clone=MAGE:4179250 /done„end=5 t 

1 1 289452 601 898969F1 cDNA, 5' end 

/done=IMAGE:41281 12 /done_end=5' 

1 1 339543 601439689F1 cDNA, 5' end 

/clone=IMAGE:3924407 /done_end=5' 

11369857 602021477F1 cDNA, 5' end 

/ctone=lMAGE:41 5691 5 /done_end=5* 

11363256 ribosomal protein S17 (RPS17), mRNA 
/cds=(25,432) 

11613081 602321076F1 cDNA, 5' end 

7clone=lMAGE:4424130 /done.end^ 

11613527 602071176F1 cDNA, 5* end 

/done=IMAGE42l4059 /done_end=5* 

1 1 61 3784 high-mobflity group (nonhistone 

chromosomal) protein 1 (HMG1), 

mRNA/cds=(52.699) 
1 1617745 cDNA FU14752 fis, done 

NT2RP3003071 /cds=(205,1446) 
1161 8379 602072345F1' cDNA, 5* end 

/done=lMAGE:4215251 /done_end=5 1 

1 1642925 pro-alpha-1 (V) collagen mRNA, 
complete cds /cds=(229, 5745) 

1 1 645074 pyruvate dehydrogenase phosphatase 
(PDP), mRNA/cds=(131,1855) 

1 1 846567 molecule possessing ankyrin repeats 

induced by lipopoiysaccharide (MAIL). 

homolog of mouse (MAIL), mRNA 

/cds*(48,2204) 
11937011 M5-14 protein (LOC51 300), mRNA 

/cds=(1 86,1 043) 
1 1938950 602119656F1 cDNA, 5* end 

/done=lMAGE:4276860 /done_end=5' 

11940856 602121608F1 cDNA, 5 1 end 

/ctone=IMAGE:4278768 /done_end=5* 

11941516 PRO2000 protein (PRO2000), mRNA 

/cds=(650,1738) 
11941945 602621493F1cDNA,5'end 

/clone=IMAGE:4755166 /done_end=5* 

1 1942125 602122419F1 cDNA. 5" end 

/done=lMAGE:4279300 /done_end=5* 

1 1 942479 6021 23634F1 cDNA, 5 1 end 

/done=IMAGE:4280408 /done_end=5 l 

11944559 602013364F1 cDNA, 5* end 

/done=lMAGE:4149351 /done_end=5' 
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1 CTACAACAATACAG CACACAGCATAA 
GCGCACAGGGCATAGACTAGGCAA 

1 CAAGAGAGTGGAGACGAGTACGCGA 
GAACGCACGACACAGAGCGCAAGAA 

1 TCTGCTG CCCTCTTAAGATCTGACTG 
CCAAATAAATCATCCTCATGTCCT 

1 GATGAGAAACAACCACAAGGAAGAG 
GGCAG C GCCGGAGACCTACAGAAAG 

1 GCGGGGGCACTGGCTCTTCACATTT 
GGTTGCGAGTTGCACACACCACAAC 

1 GGGGGAAGCGGAAGGGTTGGATTGG 
GTGAAAAAAGAATTGTTCGTGTTTA 

1 ATAATAGAG GAGAGATATTGTAAATA 
GAGACTG G CAG C AGTTTCCACAAA 

1 AGTGGCAGGTGCAATTGTCGGTTCG 
ATTTGTGTTCCCAACAGTCTGAAAT 

1 GAGCCCACGGGGAAGG GAACCCAGC 
AA CA C GGAAATAA GTTG GACC GATC 

1 ACAACCTGAGAAATAATTCG GTCAAT 
ACCAGACTCCAACATTCCTGATCT 

1 GTCTATTACAAAGTAAAGAGAGTCAA 
TTACTCCAGGAGGAGAATTGCAGG 

1 ACCAGACACGGACACACACGAACAC 
AAGAAAACACAAAACAAGAGCAACC 

1 CGGTTGGGTCCTCAAAATATGCCTGT 
TTGGTTAACAAAAGCGGTTGTGAA 

1 GATAAAGAAGGGGCGCGG GAAACAG 
CGAGGGAAGGACGGGCTGGGAGAAC 

1 ATCTCTGGCAATACTGTCTGATTACG 
GGGGTGATG CCGACGGTTAAAAAC 

1 GAACACAAAAAACCTCTTCTATAACG 
GGGACACACGCCAAGGGGACAAGT 

1 TTGGGTGCAACAACCAATACACTTAT 
ACTTGGAAACCACGGGCCATATTA 

1 AGGAGGAACAAAAACCGCAGCGTGG 
ATTTCAAATTTCTGGAAGTAAGTCT 

1 AAATTCGCGCACCCTTTGTTTTATTG 
CCCCGGTTACAAGGTTTTGAACTG 

1 CGGGCCAGTATGAATGTAGG GTCAA 
GGAACGCCGAGGGTTTCACAAAAGG 



1 CTCAGTGTAGGGCAGAGAGGTCTAA 
CACCAACATAAGGTACTAGCAGTGT 

1 AGAATATATGTATTTTGAAAGGAAAG 
GACTTGGGGA 1 1 1 1 1 AACAGGGCA 

1 GAGACTCTCGTTGTCTCCTCTTCTGC 
TCTCTTCTCTGTTGGAGGGGAGGA 

1 AGGTTGTGGGGAGTATGTTTGGACCA 
AAAATTAAAATATTGTGGGAGGGA 

1 GACCTTACCTGGTGGTTTTGTGGTTT 
GTTCTCCCGAAAAATGCGGGGTTT 

1 CACCCTG GGTTTTAAAGTGTGGGAGA 
AAAGCGCCCGGAAGAAGGAAACAA 

1 GAGGGGACCGGCCATCTGGGCAAGC 
AGATATGCTAATTG G G AATTATAGG 

1 ATGACTTGTGAATACCTGAGTTATAC 
TTTCCCAACAGATGTGCCTAACAC 
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3935 Table 3A Hs.27590 BF671020 

3936 Table 3A Hs.99858 BF673951 

3937 Table 3A Hs.96566 BF673956 

3938 Table 3A Hs.181357 BF676Q42 

3939 Table 3A Hs.12240B BF677944 

3940 Table 3A Hs.1 31 887 * BF678298 

3941 Table 3A Hs.205319 BF679831 



3942 Table 3A 

3943 Table 3A 

3944 Table 3A 

3945 Table 3A 

3946 Table 3A 



3956 Table 3A 

3957 Table 3A 

3958 Table 3A 

3959 Table 3A 

3960 Table 3A 

3961 Table 3A 

3962 Table 3A 

3963 Table 3A 



Hs.34549 BF680988 

Hs.10702 BF684382 

Hs.164675 BF689700 

Hs.71331 BF691178 

Hs.173965 BF691895 



3947 Table 3A Hs.233936 BF694761 

3948 Table 3A Hs.318782 BF696330 

3949 Table 3A Hs.103180 BF698884 

3950 . Table 3A Hs.252723 BF698920 

3951 Table 3A Hs.323662 BF700502 

3952 Table 3A Hs.253550 BF750565 

3953 Table 3A Hs.10957 BR93378 

3954 Table 3A Hs.293658 BF794089 

3955 Table 3A Hs.203761 BF794256 



Hs.246816 BF796642 

Hs.54452 BF797348 

NA BF821451 

NA BF889206 

Hs.38664 BF892532 

Hs.337534 BF965068 

Hs.334691 BF965438 

Hs. 133884 BF965768 



Table 8 

1 1 94491 5 histone acetyltransferase (MORF), 

mRNA/cds=<31 5,6536) 
1 1 947846 ribosomaJ protein L7a (RPL7A), mRNA 

/cds=<31,831) 

11947851 60213733BF1 cDNA, 5" end 

/cIone=IMAGE'4274048 Idonejsnti=5' 

1 1 949937 laminin receptor 1 (67kD, ribosomal 
protein SA) (LAMR1), mRNA 
/cds={85,972) 

1 1 951839 602084766F1 cDNA, 5* end 

/done=IMAGE:4248905 /done_end=5' 

11952193 602415255F1 cDNA, 5' end 

/done=lMAGE:4523725 /done_end=5' 

11953640 602154415F1cDNA,5'end 

/done=MAGE4295595 /done_end=5' 

1 1 954883 602620663F1 cDNA. 5' end 

• /clone= IMAGE 4746422 /done_end=5' 

1 1 969790 hypothetical protein DKFZp761 H221 

(DKFZp76lH221), mRNA 

/cds=(776,1714) 
11975108 602186609F1cONA t 5'end 

. /clone=!MAGE:4298402 /done_end=5' 

11976586 hypothetical protein MGC5350 

(MGC5350), mRNA /cds=<1 89,995) 
1 1 977303 ribosomal protein S6 kinase, 90kD t 

polypeptide 3 (RPS6KA3), mRNA 

/cds=(0,2222) 
1 1 980263 myosin, light polypeptide, regulatory, 

non-sarcomeric (20kD) (MLCB), mRNA 

/Cds={114,629) 
11981738 602808469F1 cDNA, 5' end 

/done=IMAGE4940633 /done_end=5' 

11984292 602126455F1 cDNA, 5' end 

/done=lMAGE4283340 /done_end=5' 

11984328 ribosomal protein L19 (RPL19), mRNA 
/cds=(28 l 618) 

1 1 98591 0 hypothetical protein MGC14595 

(MGC14595), mRNA/cdS=(101,850) 
12077241 RC1-BN0410-261000-014-f11 cDNA 

12098432 602254823F1 cDNA, 5' end 

/done=lMAGE4347076 /done_end=5' 

12099143 602255649F1 CDNA, 5' end 

/done=lMAGE4338732 /done_end=5' 

12099310 602255454F1 cDNA, 5* end 

/clone=lMAGE4338949 /done_end=5' 

12101696 602259846F1 cDNA. 5' end 

/done=IMAGE434317l /done - end=5 t 

1 21 02402 zinc finger protein, subfamily 1 A, 1 
(Ikaros) (ZNFN1A1), mRNA 
fcds^l 66,1727) 

12160669 RT0038 cONA 

12280465 RC6-TN0073-041 200-01 3-H02 cDNA 

/gb=BF889206 
1 2283991 ILO-MT01 52-061 1 DO-501 -e04 cDNA 

12332283' 602268833F1 cDNA, 5* end 

/done=lMAGE:4356776 /done_end=5' 

12332653 hypothetical protein FU22427 

■ (FU22427), mRNA /cds=(40,2631) 
12332981 602276890F1 cDNA, 5* end 

/done=lMAGE:4364495 /done_end=5' 



1 TGATAG CTCACTTAGTTAATTGTTTTG 
AAGCAAATTTTGGGTTGGATGGG 

1 GACACAGAAGAGAGACAGAAGAGAA 
ACGGTCGAGGAGAAGAAGCAGGAGC 

1 AAAGACCAGAGACAGGGAGACACGG 
CAGACAGAGCGCCGACAAAGAAGAG 

1 CAAGGCGACATGGGAGAGCGAGAAG 
GCTAGGAGGACGACAGAGAAGGAAA 

1 GAATTTTGGGGAGGTTACTGGTCGG 
GGGAAATAACAGGGTTGGACAAACG 

1 CTCCACATATGGGTAACACACTCGGT 
CCTTACAAGCACCTAGTCACTTCC 

1 GGGACCAG ACTG CTTTCTAAATGCAC 
AGCTCTTTCACTATCAGAATGTGT 

1 TGTG GTCACTTGG GAAATAAATTCCA 
TCTGGCTTACCCAATG GGTGGTGG 

1 CCACAG C CACAACAC CAGACAAGCC 
GACCAACAGACAGATACAGACCACC 

1 ACCACAGCAAGACAACAAGGACGAG 
AAAGAG AACAGACAATGAG CAACGA 

1 ACTACTGCTTGCGTACCTCTCCGCTT 
TCCCTCTCCTTACTATCGACCATA 

1 TCCGTTTATATTAGCACTGTATCCCTT 
GTGCCATCCAACATTTTGTATGT 

1 CGGGCGCAGGACAGTAG CAGAGAAG 
AGAGGTGGAGAG CC GGACAACG CAG 

1 CTTCAGTCATTATGGGCTCAGTTTCC 
TCACTATTGGTTC CTC GCAAGGGA 

1 AAGAGCAACAACGAGGCGAAGAGGA 
AGGAG GAGGCAAGACAGAAGAG GAA 

1 GAGGAGCAACGACCAGAGAGACGAA 
CTGACATCAACCATAGAAGACGACA 

1 AAG CATGAAGAAG ACCTGGATGAGG 
CTCAGGGAGGTTCCCCCAGTTTAAA 

1 ATCAGTCAATCAGTCAGCTTCTCAGA 
GTAGCAATCCATGTGTCCAGAGGA 

1 AAATCCAATCCTTCGGAGAGGGAATG 
GGCGGTATTAATTAAGGGAAGTCC 

1 ATGACAAGACAAG CCAGACGAAGAA 
GACAAACAAGGGAGACACAGCAGAC 

1 TGCGCCCCAATATTTGTGGAACAGCG 
TTTTGTTCGAATAAAACGATCGGT 

1 CTCGAGGTGTAACTCAGGAAGGCCT 
AGCGAATCCCGACTCGGATGGTGTC 

1 TTCACCTACTCTGTTCTTTTCATCCAT 
CCCCTGAGTCAGTTGGTTGGAGG 

1 CTGTTGTCTGGAGTGTGGAGTCTCTT 

GTCTGGATTGTGGAGTCTCTTGTC 
1 CAAGATGATGCTTGCTGTCTTTTCCT 

CTCGGCTACCCAGAATGGCATTTG 
1 AGTACTCATGACTTGAGAGACGTGGA 

CGGAGCCAGCTTCT ACCTTGCTTG 
1 GGTCCGACCAATTAATGACTCCATGA 

TCGGCCTCGGTTTTCACAAACCTT 

1 AGACAAAGAGAGCATAAATATAG CTC 
TACTCATGGGTACCATACCAGTGT 

1 TTACATTTGTGGACCATGTTACAGTTA 
AAGAAAAATCCTGTTTCAGTCCT 
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3966 Table 3A 

3967 Table 3A 



3972 Table 3A 



3976 Table 3A 

3977 Table 3A 



3979 Table 3A 

3980 Table 3A 

3981 Table 3A 

3982 Table 3A 

3983 Table 3A 

3984 Table 3A 

3985 • Table 3A 

3986 Table 3A 

3987 Table 3A 

3988 Table 3A 

3989 Table 3A 

3990 Table 3A 

3991 Table 3A 

3992 Table 3A 



Hs.279681 BF965960 

Hs.5324 BF966028 

Hs.179902 BF966049 

Hs.48320 BF966269 



3968 Table 3A Hs.171802 BF966361 

3969 Table 3A Hs.22790 BF968270 

3970 Table 3A NA BF968628 

3971 Table 3A Hs.5064 BF968963 



Hs.24143 BF969990 



3973 Table 3A Hs.23703 BF970427 

3974 Table 3A Ha.1 02647 BF970875 

3975 Table 3A Hs.321477 BF970928 



Hs.79101 BF971075 
Hs.33026 BF971984 



3978 Table 3A Hs.146550 BF976590 



Hs.7905 BF981080 

Hs.182740 BF981263 

Hs.289721 BF981634 

Hs.83583 BG024761 

Hs.1432 BG026279 

Hs.279009 BG028577 

Hs.5122 BG028906 

Hs.143554 BG033028 

Hs.1 18787 BG033294 

Hs.103902 BG033732 

Hs.306155 BG033909 

Hs.332404 BG033953 

Hs.12398 BG034192 

Hs.125819 BG034799 



Table 8 

12333175 heterogeneous nuclear 

ribonucteoprotein H3 (2H9) (HNRPH3), 

transcript variant 2H9, mRNA 

/cds=(1 18,1158) 
12333243 hypothetical protein (CL25022). mRNA 

/cds=(157,1047) 
1 2333264 transporter-like protein (CTL1), mRNA 

/cds=(0,1964) 
1 2333484 mRNA for ring-IBR-ring domain 

containing protein Dorfin, complete cds 

/Cds=(317,2833) 
12333576 RST31551 cDNA 

12335485 602269653 F1 cDNA, 5* end 

/done=IMAGE:4357740 /done_end=5' 

12335843 cDNA clone IMAGE:4359351 5* 

12336178 602490910F1 cDNA, 5' end 

/done=IMAGE:4619835 /done_end=5' 

12337205 Wiskott-Aldrich syndrome protein 

* interacting protein (WAS PIP), mRNA 

/cds=(108,1619) 
12337642 602272760F1 cDNA. 5' end 

/done=lMAGE:4360767 /done_end=5* 

12338090 602271 536F1 cDNA, 5' end 

/done=lMAGE:4359609 /done_end=5' 

12338143 602270204F1 cDNA, 5' end 

/done=IMAGE:4358425 /done_end=5 1 

12338290 cyclin G1 (CCNG1), mRNA 
/cds=(187.1074) 

12339199 mRNA for FU00037 protein, partial 
cds/cds=(3484,3921) 

1 2343805 DNA sequence from done RP1 -6802 
on chromosome 22 Contains the 5* end 
of the APOL2 gene for apolipoprotein L 
2, the APOL gene for apolipoprotein U 
the MYH9 gene for nonmusde type 
myosin heavy chain 9. ESTs, STSs and 
GSSs/cdS=(0,5882) 

12383892 60231031 1 F1 cDNA, 5' end 

/done=IMAGE:4401411 /clone_end=5' 

12384075 ribosomal protein S11 (RPS11), mRNA 

/cds={33,509) 
12384446 cDNA: FLJ22193 fis, done HRC01108 

/cds=UNKNOWN 
1 241 0861 actin related protein 2/3 complex, 

subunit 2 (34 kD) (ARPC2), mRNA 

/Cds=(84,986) 
1 241 3729 protein kinase C substrate 80K-H 

(PRKCSH), mRNA /cds=(1 36,171 9) 
12417672 matrix Gla protein (MGP), mRNA 

/cds=K46,357) 
12418001 602293015F1 cDNA, 5* end 

/done=IMAGE:4387778 /done_end=5 l 

12424903 Pur-beta (PURB) mRNA, complete cds 
/cds=(1 3,951) 

1 2425446 transforming growth factor, beta- 
induced, 68kD (TGFBI), mRNA 
/cds=(47,2098) 

12426494 602301 101 F1 cDNA, 5' end 

/done=IMAGE:4402465 /done_end=5' 

1 2426670 chorionic somatomammotropin 

hormone 1 (placental lactogen) (CSH1), 

transcript variant 2, mRNA 

/cds=(1 16,886) 
12426761 CDA02 protein (CDA02), mRNA 

/cds=(2,183l) 
12427253 602302446F1 cDNA, 5* end 

/done=IMAGE:4403B66 /done_end=5' 

1 2428456 putative dimethyladenoslne transferase 
(HSA9761), mRNA/cds=(78 ( 1019) 



PCT/US01/47856 



GCAGGTTATCGCAAGATGTCTTAGAG 
TAGGGTTAAGGTTCTCAGTGACAC 



1 A 1 1 1 1 1 AAATGGCTTTACCAAACATTG 
TCAGTACCTTTACGTGTTAGAAG 

1 CTTTCCACAGCAATTGTTTTGTACGA 
GGGGCCTTACAGCGCGGTCCACTT 

1 TTCTACAGCACGATGCCTGGATCTAC 
TGACCTGTCAACCACGAATCTTGA 

1 GAAACA G CAAC AAG CAAACAG GATCT 
CAG CATTACCAACAGCCAG CACTA 

1 TGAGCCTGAAC I 1 1 I I IAGCAAATTAT 
TATTCTCAGTTTCCATTACCTGT 

1 CCTTCCAAAGCGGTCACCTGATAGG 
GAAGTCTTACGGCTAG GAAGTTACA 

1 GAATGGTGGGGAGAAAAAAGGGGGG 
CACAGTCATGATCGGCTCTTATAAT 

1 GTCACATAATCCGGGGACCCAAAGAA 
AGTTCTC CAGA GTGGTTTCACGAG 

1 ACAACAACACATCACGTAACCACAAC 
ACGCATAAACAGCAAATCATCCTA 

1 CAGAACACCAACAAGCAGGGACGGA 
AGCCGACCGAGCAAACAGCGAAGGG 

1 GTGGACGGCCTGGGAATGTGCCCCC 
CGGTGTAACATCGAGCCCACAATGG 

1 AGGATTAGGAGAGGGTCACAGAACA 
GAAAGCAGATTACACTTGGGATGGA 

1 CTCTGTTTGTCTGGCCGCCTCCGTGA 
TCAAACCGTGTCGTCGGCGTGTTC 

1 GGCTTG G ACATTGCTCTCAAGAAGAT 
TAAGAACCCTGGAGGAACACTAGG 



TGTACAGCTAAATTTCTCCAAAGCAC 
TTTTTCAAAACCAAAAAAGAAAAA 

TTTGCACACTGAACACTTACAGATGT 

G GCAG ATGTG AAATTTGTCATCAA 

ACAGAGAGTCACCCGCGAGTACGAA 

ACAGGCACATTTTTAGAAACTCACA 

AGGTTCTTACCACCACTTTTGTGCCC 

ATCTTTCCCTTCGTTCCCAATGTG 

CCGGGGTGGCCCTCTCAAATTTGGC 
ATGGGGTCCTCTTTCAATGTTGTGG 
GACGAGCGGCTGGAG GACACCCATT 
TTGTGCAGTGCCCGTCCGTCCCTTC 
GCCCTATG GCGTTGTTAAACACGAGC 
GTATGCTAGTAAGTATCATTCATA 

GGTGTGTCTCGCGGCTGGCCCAGTC 
TATTCTCGGTGTTTATCTTCATCAC 
GACAACGGAAACTCTGTCTCTACCAC 
CATGTGACAGACGCGTTGATGCGT 

CAAGACACAAACAGCACGACTCACAC 
AGAGAAAGCAACCATGCCGAGGAG 

CGCGTCGAACTTCGGGACATTCCCG 
TAAACCACAAACAGATAAAGAATTA 



GCGTAAAGTGATCAAAAGG CCCTGAA 
GGGGAAAATGATAAAACCCGTGGT 
AGAGGAAGCGTGTGAATACAACAATC 
TAAAAAGGAGGAGAGGTCGAGCAC 

ACACATTCCCCATACCATTTCGTGTT 
ATTCACATTCCCCGTACCATTTCT 
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3994 Table 3A 

3995 Table 3A 

3996 Table 3A 

3997 Table 3A 

3998 Table 3A 

3999 Table 3A 

4000 Table 3A 

4001 Table 3A 

4002 Table 3A 

4003 Table 3A 

4004 Table 3A 

4005 Table 3A 

4006 Table 3A 

4007 Table 3A 

4008 Table 3A 

4009 Table 3A 

4010 Table 3A 

4011 Table 3A 

4012 Table 3A 

4013 Table 3A 

4014 Table 3A 

4015 Table 3A 

4016 Table 3A 

4017 Table 3A 

4018 Table 3A 

4019 Table 3A 

4020 Table 3A 

4021 Table 3A 

4022 Table 3A 



HS.16488 BG035120 

Hs.17719 BG035218 

Hs.319825 BG036101 

Hs.192955 BG036938 

Hs.144924 BG037042 

Hs.318893 BG106948 

Hs.109007 BG1 10599 

Hs.173737 BG110835 

Hs.323950 BG111212 

Hs.34906 BG1 11773 

Hs.74313 BG112085 

Hs.320972 BG112503 

Hs.7589 BG1 12505 

NA BG118529 

NA BG 121268 

Hs.285729 BG163237 

Hs.111554 BG164698 

Hs.193482 BG165998 

NA BG166279 

Hs.87113 BG168139 

Hs.182695 BG170647 

Hs.204959 BG180098 



NA 



NA BG254292 

Hs.30724 BG260954 

Hs.217493 BG282346 

Hs.71243 BG283002 



Table 8 

12428935 calreticulin (CALR), mRNA 

/cds=(68,1321) 
12429131 EBP50-PD2 interactor of 64 kD 

(EPI64). mRNA/cds=(24,1550) 
12430901 602021477F1 cDNA, 5' end 

/done=lMAGE:4156915 /done_end=5* 

12432665 602287708F1 cDNA, 5 1 end 

/done=IMAGE:4375l53 /done_end=5' 

1 2432874 serine/threonine protein kinase SSTK 
(SSTK), mRNA/cds=(122 l 943) 

12600794 602291361 F1 cDNA, 5* end 

/done=IMAGE:4386159 /done_end=5' 

12604105 602342214F1 cDNA, 5' end 

/done=IMAGE:4452602 /done_end=5' 

1 2604341 ras-related C3 botutlnum toxin 

substrate 1 (rho family, small GTP 
binding protein Rac1) (RAC1), transcript 
variant Radb, mRNA /cds=(0,635) 

12604718 zinc finger protein 6 (CMPX1) (ZNF6), 

mRNA7cds=(1265,3361) 
12605279 601820448F1 cDNA, 5' end 

/done=lMAGE:4052578 /done_end=5' 

12605591 mRNA for K1AA1265 protein, partial 

cds/cds=(66,2573) 
12608009 602282105F1 cDNA, 5' end 

/done=!MAGE:4369633 /done_end=5' 

12606011 602282107F1 cDNA, 5" end 

/done=IMAGE:4369729 /done_end=5' 

12612035 cDNAdonetMAGE:4443519 5' 

12614797 cDNACtoneIMAGE:4450407 5' 

1 2669951 80201 3364F1 cDNA, 5* end 

/done=IMAGE:4149351 /done_end=5* 

12671532 ADP-ribosylation factor-like 7 (ARL7), 

mRNA/cdS=(14,592) 
12672701 CDNAFU1 1903 fis, done 

HEMBB1 000030 /cdS=UNKNOWN 
12672982 cDNA done IMAGE4455496 5' 

1 2674842 602341 526F1 CDNA, 5 1 end 

/done=IMAGE:4449343 /done,end=5' 

1 2677350 mitochondrial ribosomal protein 63 
(MRP63), mRNA/cds=(215,523) 

1 2686801 hypothetical protein FU14886 

(FU14886), mRNA/cds=(111.1169) 



BG249224 12759040 cDNA done IMAGE:4470038 5' 



Hs.6682 BG254117 12763933 



solute carrier family 7, (cationic amino 
add transporter, y+ system) member 1 1 
(SLC7A1 1), mRNA /cds=(235,1740) 



12764108 cDNAdo^elMAGE:4477042 5 , 
12770770 



13031273 
13032445 



Hs.322653 BG283132 13032707 



HS.246818 BG283706 13033918 



602372562F1 cDNA, 5* end 
/done=lMAGE:4480647 /done_end=5' 

annexin A2 (ANXA2), mRNA 
/cds=(49.1068) 
602406192F1 cDNA, 5* end 
/done=lMAGE:4518214 /done_end=5' 

602408784 F1 cDNA, 5» end 
/done=MAGE:451 8957 /done^end^S 1 

602259846F1 cDNA, 5' end 
/done=IMAGE:434317l /done_end=F 



1 TAAAAAGGGGGTGGCGGCTGTAGTA 
AGGAGGAGCGAGTAATGTATAGCAC 

1 CCATGAGCAGGCGCAACCATAACAG 
TTAGAGACGGCACACAGCACGACAC 

1 ACTCACGC AAGAGCAGG GGGACTAT 
AACAGAAATAAACAAGTAAATAAAT 

1 TACACAGGCAGCTATGCGGATCATCA 
GACGAG CACATATTCTAACAGAGA 

1 CGTCGCCGTAGGACGCCTCCGTCGT 
CGTCTGGTCTGTCTCCTGCATCGAG 

1 AAAGGCAAGAGTCCGGGGTGGCAGA 
AGAGTGAAAAATGAAAGAGAGAAGG 

1 TTCTG CCCAGAGTGTATTTGTG AAGA 
GTCTCTTATATTATGTTTTGTGGA 

1 GTGCGAATGTGGAGTGTTTTACATTG 
ATCTTTGCTAATGAATTAGCATCA 



1 CATTACG CATATTGGTAAGACG CAAA 
ATGAGACAGATCGACACTGGGACG 

1 CAC AACGGGTCTTAATGACGACG GAA 
AGATACATCCATCG GTATGAACGC 

1 ACCAGCAATCCGCAGCAGAGTCATAA 
GTGGGGTAGGTGATATGTACTAAC 

1 GAAAAAACAAGCTAACAAACACACAC 
GCCCACACCAACATGCCAGAACGC 

1 TGAACATGGGTGGGTTTGATCACGAG 
GATTCCGCTGAAAAGATTAGAGGG 

1 CGCGTTCATAACGGCGTCGACTGTTC 
TTGTGCTGCTGTTATCTATACTAT 

1 GGGACCAGACTACACGGAATACCAG 
AGTTGAAGAAAATTAAGATTTAAGC 

1 TATACTGAGAGTGAAGGTCTGGGTGC 
CAACTTGAGACAG GTGGTCTAG GA 

1 CCCCTGGTTTTCTCGTTCTGCCTCCT 

TTGGACCTGTGTTTGTTTTCTGCT 
1 CCCTTAGAATGGTTACTGCCCTTGAA 

TTAACTTGACACAACTTGGGTTGG 
1 CGAATAATCCCTATTTGATTACCTCA 

G AAAAGTTTTGTCTTCC G C CAAG G 
1 TTGGACCCCAGGGTAAGGCGGATAT 

TGGTTGGGACGTTCGGGGAGTGTAT 

1 AATTACGTTCGGAGGTATATAAAAAG ■ 
GGATCGGCGCAGTGGATAGGGGGT 

1 GGAGATCCACAGTGATCTCAGGCCC 
TGGACCGGAAAAGGCAGCAAGATCA 

1 AAGACGAGTACACCAAGACCAAAGA 
G CGCCAAC GAGCACGACCGAGTGAA 

1 AACGCCGACTAGACGTCACAAAGACT 
TAATAAGAAACACACTGATATCCA 



1 CGCAACATTATCCATTTAAACCCCTG 
CATAACCCATTACCAAAGCCCTCT 

1 GGCACCCCAATCCCCGGCAAAAACA 
TTTGTTAAC CTCTTGGGAATTTCTT 

1 CTCGTCTGCACCGGAGTCTCACAAAT 
TTAGCATCTGGGTCTTGAGCATTA 

1 CCCTCCGGGGTCTCTATACCCACAAC 
CTTCTATCACTCAATCAGTTGGTA 

1 AACAAG ATAGAGAGAAGAC GAAG ATC 
GACACAGACAAACAACCACAACCG 

1 TGTTGGGACCCCTCATCTCACGGGTC 
ATTTCCACCACTAAACG CCCTTTT 
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4023 Table 3A 

4024 Table 3A 

4025 Table 3A 

4026 Table 3A 

4027 Table 3A 

4028 Table 3A 

4029 Table 3A 

4030 Table 3A 

4031 Table 3A 

4032 Table 3A 

4033 Table 3A 

4034 Table 3A 

4035 Table 3A 

4036 Table 3A 

4037 Table 3A 

4038 Table 3A 

4039 Table 3A 

4040 Table 3A 

4041 Table 3A 

4042 Table 3A 

4043 Table 3A 

4044 Table 3A 

4045 Table 3A 

4046 Table 3A 

4047 Table 3A 

4048 Table 3A 

4049 Table 3A 

4050 Table 3A 

4051 Table 3A 

4052 Table 3A 

4053 Table 3A 



Hs. 151239 BG286500 

Hs.323950 BG286649 

Hs.278428 BG286817 

NA BG288308 

Hs.1 15467 BG288391 

Hs.11637 BG288429 

Hs.79101 BG288554 

Hs.44577 BG288837 

Hs.173830 BG289048 

Hs.1 69363 BG289347 

Hs.79914 BG290141 

Hs.129872 BG290577 

Hs.95835 BG291649 

Hs.289088 BG291970 

Hs.322804 BG311130 

Hs.190219 BG326781 

Hs.292457 BG339050 

Hs.170980 BG387694 

Hs.266175 BG391695 

Hs.301226 BG396292 

Hs.5B643 BG397564 

Hs.26670 BG403635 

Hs.292457 BG424974 

NA BG427404 

NA BG432194 

Hs.28491 BG434865 

Hs.281397 BG438232 

Hs.301226 BG468330 

Hs.334787 BG473228 

Hs.292457 BG473813 

Hs.173737 BG482798 



13039430 6D2382992F1 cDNA, 5 1 end 

/clone=!MAGE:4500527 /clone.end^ 

13039715 zinc finger protein 6 (CMPX1) (ZNF6), 

mRNA/cds=(1265,3361) 
13040034 progestin induced protein (DD5), 

mRNA/cds=(33.8432) 
13043014 cDNA clone IMAGE:4512706 5 1 

13043387 602388053F1 cDNA,5'end 

/clone=IMAGE:4517076 /clone_end=5' 

13043463 602388093F1cDNA,5'end 

/clone=IMAGE:4517086 /done_end=5* 

13043326 cyclin G1 (CCNG1), mRNA 

/cds=(187,1074) 
1 3044076 602388170F1 cDNA, 5' end 

/done=lMAG&4517l29 /done^em*^ 

13044499 602383666FlcDNA.5*end 

/done=IMAGE:4512712 /done.end^ 

13045100 GLE1 (yeast homolog)-nke, RNA 
export mediator (GLE1L), mRNA 
/cds={87,2066) 

1 3046637 lumican (LUM), mRNA /cds=(84,1 1 00) 

1 3047679 sperm associated antigen 9 (SPAG9), 

mRNA /cds=(1 10,2410) 
13049586 RST8356 cDNA 



1 305031 6 heat shock 90kD protein 1 , alpha 
(HSPCA), mRNA/cds=(60,2258) 
1 31 1 2931 Ia55a08.y1 cDNA, 5« end /done_end=5' 

1 31 3321 8 602425559F1 cDNA, 5* end 

/done=IMAGE:4563471 /done_end=5' 

1 3145468 Homo sapiens, clone MGC:1 6362 

IMAGE:3927795, mRNA, complete cds 
/cds=(498,635) 

1 3281 1 40 cell cyde progression 2 protein 
(CPR2), mRNA/cds={126,1691) 

13285143 CDNA FLJ20673 fis, done KA1A4464 

/cds=(104.1402) 
1 3289740 mRNA for K3AA1 085 protein, partial 

cds /cds={0, 1755) 
13291012 602438603F1 cDNA, 5* end 

/done=IMAGE:4564968 /done_end=5' 

1 3297083 PAC done RP3-51 5N1 from 22q1 1 .2- 

q22/cds=(0,791) 
13331460 Homo sapiens, done MG&16362 

IMAGE:3927795, mRNA, complete cds 

/Cds=(498,635) 
1 3334006 cDNA done IMAGE:461 251 8 5' 

1 3338700 cDNA done (MAGE:4610035 5* 

1 3341 371 spermidine/spermine N1 - 

acetyttransferase (SAT), mRNA 
/cds=(165,680) 

13344738 hypothetical protein AD034 (AD034), 
mRNA/cdS=(195,1B80) 

13400600 mRNA for WAA1085 protein, partial 

cds/cds=(0,1755) 
1 3405503 Homo sapiens, clone MGC:19556 

IMAGB4304831, mRNA, complete cds 

/cds=(1505,1666) 
1 3406090 Homo sapiens, done MGC:16362 

IMAGE:3927795, mRNA, complete cds 

/cds=(498 t 635) 
1 341 5077 ras-related C3 botuilnum toxin 

substrate 1 (rho family, small GTP 

binding protein Rad) (RAC1), transcript 

variant Radb, mRNA /cds=(0,635) 



CCCTGAAATCCTAAATTCCGTGACCC 
CTCCAACATGACCATAAAAGTCCC 

GACCACGTTATGTGCCTGACTTCGAG 

GACACCCTCTCTGGTTTGGTATTT 

TCTCCTTTCAGTTCCTTTGTAGGATTT 

CTGGCCTTGAGGATAGTCTTCA 

TCTCATCAACATTTGACTCTCAGAAG 

AGCCTCCA7TTGCCCTTTCTCTCT 

G C AGAG CAGAC CTTATTACGCACAAT 

TGCCGGTAACATGTAACACCAGTT 

ATTGGGCATG GTTGGTCCAATGCCTC 
ACATGGCCGGGATAACAGGACGCA 

CAAAGGGTGTAATTCCACATTGACAC 
TCCTGTCATGCGGTGGGCGGGAAC 
CTAGCTCACTAGTTGTGCCTATATGC 
CACACCGGGGGACCCAACAAGGGT 

ATACTGTGTGATTTGCCCTTGCTGTC 
CAACCCTGTTCTTGCTGCCATTTA 

GTGGCCTGAAGTGACCCATTCTATGA 
ATTGTTAATTAAG GTG CCAAAAAA 

GGGTTTGAGACTTGGGTATGGAAACA 

GAACCGGAAATTGTGTGCTCTGGT 

ATTTCTATTATGGAATCCCTGGGG7T 

CAGAATGTAACTTTGTACATGAGA 

GACAGTACACCTCAGGGAAGGGACA 

AACAAACACGATAAATCGACACACG 

TCAGACCCAGTCTTGTGGATGGAAAT 
GTAGTGCTCGAGTCACATTCTGCT 
TCCTGAGCCCCACACG CCCGAAGCA 
ATAAAGAGTCCACTGACTTCCAAAA 
ACGAATATCGAATCTCCCACGC GGG 
GGGTGAGACCCGAATCTGCGGCTGC 

AGACACACGAGCAAAACGACGCAGC 
AAGAATCAGATAGC ATAG C AAACAT 

GCAGTGGGACGGAACGGGTGAAGCC 
TGATGGCTGATGCG GCACGATCTTG 

CTTTAAATCTT AGATTGCTCCGCACA 
GATAAAG AGAACC AGGATTGG GGC 
TTTATTTGGGTACTTTTC CCCAACACA 
AGTCCTTTTATCCGACCCTTGGG 
AAAAGATCTCGGAAAATAGCATTTTG 
TTAAAACCTTGGGGGGTAAAACCC 

AACCTTCATGCAAGTGGAGACGG GTA 
GGGGGTTCTATGGG6CATTGGTTG 
TGTGAAAAG CTGATAAGAAAACCATC 
C AGAAAAAAG CTCTTC GTTTTACA 

TCATTATAATTCTGTCCTAGGAAATCA 

AATTAGAACG CTCCACAAGCCGG 

CGCAGAGCTGGGCCTTACAAATGGG 

TTCCAAATCGGGCTTCTCACTCAGG 

TACAACTGTACCACACTGGGTTACTC 

TAGAAGTCTCTGGTCGGATCCTTC 

CATAGAGCACAAGAGACACATGGAC 
CGGCACGCGACCCGACCCAAAGCGC 

TTTACCTCATTTATTTGGTACTTTCCC 
CACACAGTCCTTTATCCACCTGG 
CCA1 1 I I I AGTGGGGGAGAAAACTGT 
CACTGTGCTGGCGAAAGAGGTCCA 

CCGCACCGATTAACGGCCAGAGAAG 
CAACAAGCAAATAAAAAGTGGGAAA 

AACTTAACTCACTGGCGAGAATACAG 
CGTGGGACCCTTCAGCCACTACAA 
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4063 Table 3A 

4064 Table 3A 

4065 Table 3A 
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4078 literature 

4079 literature 
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4081 literature 
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4084 literature 



Hs.24054 BG489375 

Hs.1 66254 BG493253 

Hs.29131 BG497765 

Hs.172089 BG501063 



NA 



BG501895 



Hs.279009 BG503693 

Hs.86437 BG505271 

Hs.237868 BG505379 

Hs.3280 BG505961 

Ha.293842 BG506472 

Hs.1 11911 BG527060 

Hs.12398 BG5Z7658 
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NA 


BG531486 


13523023 


4067 


Table 3A 


Hs.279009 


BG532345 


13523883 


4068 
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Hs.129872 


BG532470 


13524009 


4069 
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Hs.343475 


BG533994 


13525534 



Hs.74647 BG536394 

Hs.343475 BG536641 

Hs.72988 BG537502 

NA BG538731 

Hs.124675 BG541679 

NA BG542394 

Hs.198427 BG547561 

Hs.83077' BG547627 

Hs.227656 XM.001289 

Hs.55468 XM_001939 

Hs.170171 XMJW2068 

Hs.181097 XM_002135 

Hs.76913 XM 002158 

Hs.10927 XM002269 

Hs.81424 XM_002513 



1 3450885 hypothetical protein GL009 (GL009), 

mRNA /cds=(77,628) 
1 3454765 hypothetical protein DKFZp5S6l1 33 

(DKFZP566I133). mRNA 

/Cds=(133,1353) 
1 3459282 nuclear receptor coactivator 2 

(NCQA2), mRNA/cds=(162,4556) 
13462580 mRNA; cONA DKF2p588l2022 (from 

done DKFZp586l2022) 

/cds=UNKNOWN 
13463412 cDNAdo^elMAGE:4654344 5 , 



13465210 matrix Gla protein (MGP), mRNA 

/cds=(46,357) 
13466768 60241 1368F1 cDNA, 5' end 

/ck>ne=IMAGE:454Q096 /done_end=5' 

1 3466896 interleukin 7 receptor (IL7R), mRNA 

/cds=<22 f 1401) 
1 3467478 caspase 6, apoptosls-related cysteine 

protease (CASP6), transcript variant 

alpha, mRNA/cds=(78,959) 
13467989 601571679F1 cDNA, 5* end 

/done=IMAGE: 3838675 /done_end=5' 

13518597 602540462F1cDNA,5 , end 

/done=DV!AGE4671519 /done_end=5' 

1 351 91 95 602302446F1 cDNA, 5* end 

/done=IWIAGE:4403868 /done„end=5' 

13523023 cDNA done tMAGE:4699409 5' 



/cdS=(46,357) 

sperm assodated antigen 9 (SPAG9), 
mRNA /cds=(1 10,2410) 
601556208T1 cDNA, 3' end 
/done=IMAGE3826392 /done_end=3' 



1 3527940 T-cell receptor active alpha-chain 

mRNA from JM cell line, complete cds 
/cds=(1 36,969) 

13528187 601556208T1 cDNA, 3' end 

/done=IMAGE:3826392 yaone_end=3' 

1 3529734 signal transducer and activator of 

transcription 2. 113k0 (STAT2), mRNA 
/cds=(57 t 2612) 

13530964 cDNA done IMAG&4691392 5 1 

13533912 602571256F1 cDNA, 5* end 

/done=IMAGE4695805 /done_end=5' 

13534627 cDNA done IMAGE:4696046 5' 

13546239 hexokinase 2 (HK2), mRNA 

/cds=<1490 l 4243) 
1 3546292 Interleukin 1 8 (interferon-gamma- 

Inducing factor) (IL18), mRNA 

/cds={177,758) 
14732543 xenotropic and poiytropic murine 

leukemia virus receptor (X3) mRNA, 

complete cds /cds ={165,2255) 
11426048 H4histone, family 2 

14732456 mRNA; cDNA DKFZp434M0813 (from 
clone DKFZp434M0813); partial cds 
/cds={430,768) 

1 1 428074 tumor necrosis factor (ligand) 
superfamily, member 4 (tax- 
transcriptionally activated glycoprotein 
1, 34kD) (TNFSF4), mRNA 
/cds=(36,587) 

1 363901 0 proteasome (prosome, macropain) 

subunit, alpha type, 5 (PSMA5), mRNA 
/cds=(21.746) 

13636009 HSZ78330 cDNA /done=2.49-<CEPH) 

13646509 ubiquitin-fike 1 (sentrin) (UBL1), mRNA 
/cds=(66,371) 



AGGACTTAACGGGAATACGGGAATAA 
CTCCAATTACTTCATCTCTAGGGC 
AAGGAGGTTGCTCACCAGTAGTGCTT 
GTTACCAAAATGTCACCAG GAGTT 

TGAATTAAGTG C ATTATCAATTAAC CT 
TATGGTGGTTGGAATAGTGATCA 
AAACACACAGGAAAAGGGCAAAGGG 
GGCACCAGGAGAACCGGGAGACAAA 

CGGAGAAACGGGGCCAAAAGGTTGC 
CGAGAGACCCGGCGAAAAGGACAGG 

ACAAAGCATCAAACAGCAGGGAGCTA 
GTGGAGAGGTCTATTGTCCCAGTG 
GGGTGCATGCCAAGAAAGTATGGTT 
GGAATTCCTGGTACACTGAAGTGGA 

ATGTTATCTTGGGAATTAGTGTCTTG 
AGCCTCTGTCTGTTACCGTAGTTT 
TGACCGAGTAAAAAACATCTATCAAT 
TACACAAATGAACAAGAATGTGAG 

ACAAGAAATGGTTGAGGCGAATATTG 
GAAACAC ATG G G CTT AATG CTGAA 



GGTATTGATGCTTGGTTTTTCCTGCC 
AGTCCGAAATTCCTGTATTTGTCA 

TCATGCTACTTGTCCTGGTTTTGTCAT 
TGATACTCTCATAGCCCTTTTGA 

GCCTGGCGGACCGGCAGCCTATATG 
ACGGACTTCCTCATTACTTACCACG 
AAACTGTTTGGAGAATTTAAGCACTC 
TCTGATGGGGGACAACTCTATGGA 
TCTTTGTG CAGATACGTTCACCAC AT 
AAGTG TGAGCCATTTAAACCTG GT 
CACCAAAGTGGAGACAAATACATGAT 
CTGAAAGATACACAGTACCTACTT 

AATAATTGGTCTTTTAAACAAACACG 
GAAGTTTGGTGGAATCGGTCATGT 

TGTTCGTGCCTTCCTTCTGGGTTCCA 
CAAAGGTGGGACCTTACTTATCTA 

AGGGAAAAACGCAGGGGGTTCAAAA 
ACTCTCTCACTCTATGCAGTGTATA 

AAGCAGCTCAATAGCAGCATAGAGGA 
TTAGATTAATGGAACAGCACTGCA 
ACATATACAAGGACACAGAGGAAAGG 
CGGGAAGAACGGGAAGAGGTTTTG 

TGTG GCGATTAAGAGAGGTGAAGCAT 

AACTGATTTGCAGGATATGGTTTG 

AAAAGCCAAAAGGTTTCATGTAGATT 

TTAGTTCACTAAAGGGTG CCCACA 

GCAGAACTCTAATTGTACGGGGTCAC 

AGAGGCGTGATATGGTATCCCAAA 

CTTAAC CATAC AG AATGATATAACTC 
CTGTGCAATGAAGGTGATAACAGT 

CTTCG GAGGCTAGGCCG CCGCTCCA 
GCTTTGCACGTTTCGATCCCAAAGG 
CAAAGTCAAATAACTCCTCATTGTAAA 
CAAACTGTGTAACTGCCCAAAGC 

CCAATCCCGATCCAAATCATAATTTG 
TTCTTAAGTATACTGGGCAGGTCC 



TCCAGCTCCTGTTCCTTGGAAAATCT 
CCATTGTATGTGCA 1 11 1 I IA AAT 

AACTGATGCCTGCTAGTGCTTTCTGA 
TTACTC G CATTCTGTTTCTTGCTT 
TCAGGTTGAAGTCAAGATGACAGATA 
AGGTGAGAGTAATGACTACTCCAA 
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4102 db mining 
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4104- db mining 
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4106 literature 
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Hs.173912 XM 003189 14735115 



Hs.63668 XMJXJ3304 

Hs.89714 XM 003507 

Hs.66052 XM 003593 

Hs.251664 XM 004020 



Hs.279903 XM_004611 

Hs.302981 XM_004720 

Hs.239138 XM_004839 

Hs.79022 XM 005162 

Hs.234642 XM 005543 

Hs.1 24029 XM_005693 

HS.326248 XMJJQ5698 

Hs.287797 XM_005799 

Hs.1395 XM_005B83 

Hs.1908 XM.005980 

Hs.73958 XMJ>06283 

Hs.146539 XM 006741 

Hs.99954 XMJXJ8B40 

Hs.287369 XM_006881 

Hs.159 XM.006950 

Hs.1 59492 XMJJ07156 

Hs.170133 XM_007189 

Hs.87409 XM_007606 

Hs.75415 XM_007650 



14720715 
14731038 

13646753 
11417288 



Hs.79197 XM0G4500 13631147 



Hs.159651 XM 004585 14758499 



4111 Table 3A Hs.17279 XMJJ08062 

4112 Table 3A Hs.5344 XMJJ08082 

4113 Table 3A Hs.75703 XMJ)08449 



4114 literature 



Hs.79241 XMJJ08738 



Table 8 

eukaryotfc translation initiation factor 
4A, isoform 2 (EIF4A2), mRMA 
/cds=(15,1238) 

tolMIke receptor 2 (TLR2), mRNA 
/Cds=(129,2483) 

small inducible cytokine subfamily B 
(Cys-X-Cys), member 5 (epithelial- 
derived neutrophil-activating peptide 78) 
(SCYB5), mRNA /cds=(1 05,450) 
CD38 antigen (p45) (CD38), mRNA 
/cds=(69,971) 

DNA for insulin-like growth factor II 
(1GF-2); exon 7 and additional ORF 
/cds=(0,233) 

CD83 antigen (activated B 
lymphocytes, immunoglobulin 
superfamily) (CD83), mRNA 
/cds=(41,658) 

tumor necrosis factor receptor 
superfamily, member 21 (TNFRSF21), 
mRNA/cds=(0,1967) 
Ras homolog enriched in brain 2 
(RHEB2), mRNA/cds=(23,577) 
hypothetical protein FU 11 000 
(FLJ11000), mRNA/cds=(223,780) 
pre-B-cell colony-enhancing factor 
(PBEF), mRNA /cds=(27,1 502) 
GTP-binding protein overexpressed in 
skeletal muscle (GEM), mRNA 
/cds=(213,1103) 
aquaporin 3 (AQP3), mRNA 
/cds=(64,942) 

Inositol polyphosphate-5-phosphatase, 
40kD (INPP5A), mRNA 
/cds=(101,1192) 

cDNA: FLJ22071 fis, clone HEP11691 
/cds=UNKNOWN 

mRNA for FU00043 protein, partial 
cds/cds=(0,4248) 
early growth response 2 (Krox-20 
(Drosophfla) homolog) (EGR2), mRNA 
/cds=(338,1768) 

proteoglycan 1 , secretory granule • 
(PRG1), mRNA /cds=(24 t 500) 
recombination activating gene 1 
(RAG1), mRNA/cds=(124,3255) 
mRNA for MOP-3, complete cds 
/cds=(0,4178) 

activin A receptor, type IB (ACVR1 B), 
transcript variant 1, mRNA 
/cds={39,1556) 
interteukin22(IL22), mRNA 
/cds=(71,610) 

tumor necrosis factor receptor 
superfamily, member 1A (TNFRSF1 A), 
mRNA/cds=(255,1622) 
sacsin (SACS) gene, complete cds 
/cds=(76, 11565) 
forkhead box 01A 
(rhabdomyosarcoma) (FOX01A), 
mRNA/cds=(385 J 2352) 
thrombospondin 1 (THBS1), mRNA 
/cds=(11 1,3623) 

cDNA FU22810 fis, clone KA1A2933, 
highly similar to AB021 288 mRNA for 
beta 2-microglobuIin /cds=UNKNOWN 

1 36271 21 tyrosylprotein sulfotransferase 1 
(TPST1), mRNA /cds=(81 ,1 1 93) 

1 477981 0 adaptor-related protein complex 1 , 
gamma 1 subunit (AP1G1), mRNA 
/cds={28,2505) 

1 3652724 small inducible cytokine A4 

(homologous to mouse Mip-ib) 
(SCYA4), mRNA /cds=(1 08,386) 

1 3646672 B-cell CLUymphoma 2 (BCL2), 

nuclear gene encoding mitochondrial 
protein, transcript variant alpha, mRNA 
/cds*(31,750) 



14740071 
14745195 
13629023 
14746130 

13641011 
14737168 

13627052 
13629831 
14740090 

14748568 
14763523 
14783662 
14763859 

13650909 
13652420 

12737945 
14755876 

14749307 
14785206 
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TCCTAGGTAGGGTTTAATCCCCAGTA 
AAATTGCCATATTGCACATGTCTT 

AGC GGGAAGGATTTTGG GTAAATCTG 
AGAGCTGCC3ATAAAGTCCTAGGTT 
GAGGCCCTAGCATTTCTCCTTGGATA 
GGGGACCAGAGAGAGCTTGGAATG 



CTCCACAATAAGGTCAATGCCAGAGA 
C GGAAGCCTTTTTCCCCAAAGTCT 
CCAATGTTTCTCTTTTGGCCCTATACA 
AAG GCAAGAAGGAAAGACCAAGA 

TTTACCTCTGTCTTGGCTTTCATGTTA 
TTAAAC GTATG CATGTGAAGAAG 



GGGAAGTTGGTTTATAAGCCTTTGCC 
AGGTGTAACTGTTGTGAAATACCC 

CCCTCCCTTCAGATTATGTTAACTCT 

GAGTCTGTCCAAATGAGTTCACTT 

TTATTCATATATTCCTGTCCAAAGCCA 

CACTGAAAACAGAGGCAGAGACA 

TGCACCTCAAGATTTTAAGGAGATAA 

TG Mil I AGAGAGAATTTCTGCTT 

TATGGCCTTCAAGCTCAAGTCCAAAT 

CCTGCCATGACCTCTCTGTACTCT 

TCCATCTGTGCATAAGGAGAGGAAAG 
TTCCAGGGTGTGTATGTTTTCAGG 
GGACCATTCCG GAGCAGCCCCACAT 
ACCTCACTGTCTCGTCTGTCTATGT 

TTTGTAAGCGAAGGAGATGGAGGTC 
GTCTTAAACCAGAGAG CTACTGAAT 
ACCACTGTATGTTTACTTCTCACCATT 
TGAGTTGCCCATCTTGTTTCACA 
AAATCTATTCTAACGCAAAAC C ACTAA 
CTGAAGTTCAGATAATG GATGGT 

TGTTATAAAAGAG GATTTTC CCAC CTT 
GACAC CAG G CAATGTAGTTAG CA 
ACCAGGATGCAATG GATTTATTTGAT 
TCAGG G G ACCTGTATTTC CATGTC 
AACAGAAACAGCTATGGCAACAGCAT 
CACCCTCAGAGCATCACGAACTTG 
TATTTAACCTGAGTATAGTATTTAACG 
AAGCCTAGAAGCACGG CTGTGGG 

AACTAACCCCCTTTCCCTGCTAGAAA 
TAACAATTAGATGCCC CAAAG CG A 
ATAG CAAGCTGAACTGTCCTAAGGCA 
GGGG CGAGCACGGAACAATGGGGC 

TGACAGGTTCACTTCTGAGGTTGCTA 
TGAGGGTGATGGAATGTACTGCCT 
TGTTTAAATGG CTTGGTGTCTTTCTTT 
TCTAATTATG CAGAATAAG CTCT 

TTGAAATTGGTGGCTTCATTCTAGAT 
GTAGCTTGTGCAGATGTAGCAGGA 
ACTTCTTATACATTTGATAAAGTAAGG 
CATGGTTGTGGTTAATCTGGTTT 



CATGAAGAAGCAAGACGAAAACACAC 
AG GAG GGAAAATCCTGG GATTCTT 
GCCTGGCTTGGACCTTGGCATTCCGT 
TTGAATTC CTTCTAACTG G AACAT 

GTCCACTGTCACTGTTTCTCTGCTGT 
TGCAAATACATGGATAACACATTT 

TTGTGTTG1 1 G GAAAAAGTC ACATTG 
CCATTAAACTTTCCTTGTCTGTCT 
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4115 


db mining 


Hs.9731 


XM_GO8901 


1 14o2Hyo 


4116 


db mining 


Hs.69747 


XM 009101 


11425196 


4117 


db mining 


Hs.46328 


XM_009103 


14760495 


4118 


Table 3A 


Hs.84038 


XMJ509533 


14771190 


4119 


Table 3A 


Hs.296585 


XM0Q9574 


14771391 


4120 


Table 3A 


Hs.1 98298 


XM 009641 


14770741 


4121 


Table 3A • 


Hs.334691 


XMJD09917 


13648023 


4122 


Table 3A 


Hs.278027 


XM 009929 


11417988 


4123 


Table 3A 


Hs.32970 


XMJJ10593 


14727775 


4124 


Table 3A 


Hs.155595 


XM 010897 


13637965 


4125 
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MA 


XM_O1108O 


14738482 


4126 


Table 3A 


Hs.302014 


XMJH1082 


13626304 


4127 


Table 3A 


Hs.78687 


XMJJ11714 


14749491 


4128 


literature 


Hs.91390 


XM_011844 


14739654 


4129 


Table 3A 


Hs.76038 


XM_011865 


14737830 


4130 


Table 3A 


Hs. 180450 


XM.011914 


13628205 


4131 


Table 3A 


Hs.154938 


XM 012059 


14771044 


4132 


Table 3A 


Hs.1051 


XMJM2328 


14750596 


4133 


Table 3A 


Hs.251526 


XMJJ12649 


13633583 


4134 


db mining 


Hs.278454 


AF285431 


12741752 


4135 


Table 3A- 


Hs.334437 


XMJH5180 


14778515 


4136 


Table 3A 


Hs.137555 


XM 015921 


14760439 


4137 
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Hs. 164371 


XMJ016138 


13638510 


4138 


Table 3A 


Hs.323463 


XWI_0 16481 


14721648 


41 09 


I awe 3A 


MS. 15220 


AJvl_Ulo/ 21 




4140 


Table 3A 


Hs.323463 


XM 016972 


14726508 


4141 


Table 3A 


Hs.180946 


XM_018498 


14723691 


4142 


Literature 


Hs. 194382 


U67093 


2072143 


4143 


Literature 


Hs.184167 


NMJJ06276 


6857827 



nudear factor of kappa light 
polypeptide gene enhancer in B-cells 
Inhibitor, beta (NFKBIB), mRNA 
/cds=(0,1016) 

fucosyl transferase 1 (galactoside 2- 
alpha-L-fuoosyf transferase, Bombay 
phenotype included) (FUT1), mRNA 
/cds=(103,1200) 
mRNA for 

atpha(1 ,2)fucosyitransferase, complete 
cds/cds=(111,1142) 
CGI-06 protein (LOC51604), mRNA 
/cds=(6.1730) 

nucleolar protein (KKE/D repeat) 
(NOP56), mRNA /cds=(21 ,1829) 
cDNA FU14219fis, clone 
NT2RP3003800, highly similar to Rattus 
norvegicus tyrosine protein kinase pp60- 
c-src mRNA/cds=(501,1256) 

hypothetical protein FU 22427 
(FU22427), mRNAfcds=(40 t 2631) 
LIM domain kinase 2 (LIMK2), . 
transcript variant 2b, mRNA 
/cds=<315 f 2168) 
signaling lymphocytic activation 
molecule (SLAM), mRNA 
/cds={133,1140) 
neural precursor cell expressed, 
developmentafly down-regulated 5 
(NEDD5), mRNA /cds=(258, 1 343) 
T cell activation, increased late 
expression 

interteukin 21 GL21), mRNA 
/cds=(46,534) 

neutral sphingomyelinase (N-SMase) 
activation associated factor (NSMAF), 
mRNA /cds=(1 2,2765) 

poly (ADP-ribose) glycohydrolase 
(PARG), mRNA/cdS=(166,3096) 

isopentenyWiphosphate delta 
isomerase (ID11), mRNA /cds=(50,736) 



transcript variant 1 , mRNA 
/cds=(37,429) 

hypothetical protein MDS025 
(MDS025), mRNA/cds=<5,769) 
granzyme B (granzyme 2, cytotoxic T- 
lymphocyte-associated serine esterase 
1) (GZMB), mRNA/cds=(33,776) 



3 (MCP-3) /cds=(0,329) 
killer cell immunoglobulin-like receptor, 
two domains, long cytoplasmic tall, 2 
(KIR2DL2), mRNA /cds=(14,1060) 

hypothetical protein MGC4248 - 
(MGC4248), mRNA /cds=(70,720) 
putative chemokine receptor; GTP- 
binding protein (HM74), mRNA 
/cds=(60,1223) 
cDNA FI_J13175fis, clone 
NT2RP3003842 /cds=UNKNOWN 
mRNA for KIAA1693 protein, partial 
cds /cds=(0,2707) 
zinc finger protein 106 (ZFP106), 
mRNA/cds=(335,5986) 
mRNA for KIAA1693 protein, partial 
cds/cds=(0,2707) 
ribosomal protein L5 pseudogene 
mRNA, complete cds /cds= UN KNOWN . 



complete cds /cds=(795,9985) 
spRcing factor, argimne/serine-rich 7 
(35kD) (SFRS7) mRNA /cds=(1 05,490) 



CAGTAGCGACAGCGACGGCGGAGAC 
GAG GG CGTGAGTCAGGAG GAGAGAC 



AGCTGCCACGGGTGAGAGAGCAGGA 
GGTATGAATTAAAAGTCTACAGCAC 



CTTTCCTCAAAATCTTTAAG CCAGAG 
GCAGCCTTCCTGCCG GAGTGGACA 

TCTGCCTCACGTGCACTGTGGTGGC 
CGTGTGCTACGGCTCCTTCTACAAT 
CCATAGCCCAAGGTGACATTTCCCAC 
C CTGTGCCGTGTTCCCCAATAAAA 
GGGGTATCCAGAATTGG7TGTAAATA 
CTTTG CATATTGTCTGATTAAACA 



GAGGCTTTGCCTTGCCTGCATATTTG 
TTTCG CTCTTACTCAGTTTG G GAA 
GCAAGTGTAGGAGTGGTGGGCCTGA 
ACTGG G CCATTGATCAGACTAAATA 

TTGCAAAACCCAGAAGCTAAAAAGTC 
AATAAACAGAAAGAATGATTTTGA 

CCCACACTGCTACACTTCTGATCCCC 
TTTGGTTTTACTACCCAAATCTAA 

AAAAGAAGCCCTAATAAACCACCCGG 
ATAATAACCCTGTCTACCATCTTT 
GTGAAGATTCCTGAG GATCTAACTTG 
CAGTTGGACACTATGTTACATACT 
AGAAG GATTAG CAGTTCTTAGTAAGT 
TTACTGTGTATAGGAACGGTTTGT 

CGGCTGCCTCTCTTGAGACCATCTGC 
CAATCACACAGTAACTATTCGGGT 
C CC AA CTG AG G AC C ACTGTCTACAGA 
GTC AG GAAATATTGTAGG GAGAA 

CTGGCAAAAAGCCGAAGGAGTAAAG 
GTG CTGCAATGATGTTAGCTGTGGC 

TGTTTGCTTGAACAGTTGTGTAAATC 
ATACAGGATTTTGTGGGTATTGGT 
G GAG CCAAGTCCAGATTTAC ACTGG 
GAGAGGTGCCAGCAACTGAATAAAT 



G GATG CTCCTCCCTTCTCTACCTCAT 
GGGG GTATTGTATAAGTCCTTGCA 
TAACTTCAATGTAGTTTTCCATCCTTC 
AAATAAACATGTCTGCCCCCATG 



G AGTC CTTTTG ATTTTTAACTTATTC C 
CCATGTCCCTATACTTCGTGTGC 
TGCACGTTCCTCCTGGTTCCTTCGCT 
TGTGT7TCTGTACTTACCAAAAAT 

CAGCTTCAGCTAGGAGTTTGTAAGCA 

AGGACTTTGTGACACATTTGTCCC 

AATTGAAAAGTACCAAGAAGTGGAAG 

AAGACCAAGAC CCATCATGCCCCA 

ACTTCCTAGAGACTTGTTTCTGAGAC 

AGTTCTTTGCCTTCACTTC CCTGC 

ACAACTGACCTGTCTCCTTCACATAG 

TCCATATCACCACAAATCACACAA 

GCTCAGGAG CGG GCTGCTG AGAG CT 

AAACCCAGCAATTTTCTATGATTTT 

AAAGAAAGCCAGTATATTG GTTTGAA 
ATATAGAGATGTGTCCCAATTTCA 
ACTGGCAGG CTTATTTATCTGTTGCA 
CTTGGTTAG CTTTAATTGTTCTGT 
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Literature 


Hs.79037 


NM_002156 


4504520 
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Literature 


u» nn coo a 

HS.20b9B4 


U15177 


988207 


4146 


Literature 


Hs.395 


XM_002923 


13643499 


4147 


Literature 


NA 


NC 001807 


13959823 


4148 


Literature 


Hs.32017 


NM.020645 


11034818 


4149 


Literature 


HS.74621 


U29185 


2885216 


4150 


Literature 


NA 


X04948 


36891 


4151 


Literature 


NA 


X92768 


1054779 


4152 


Literature 


Hs.75064 


NMJ)03192 


4507372 


4153 


Literature 


Hs.99093 


BG179517 


12686220 


4154 


Literature 


Hs.77356 


NMJJ03234 


4507456 


4155 


Literature 


Hs.194638 


U89387 


2253634 


4156 


Literature 


Hs. 15220 


NMJ>22473 


14784971 


4157 


Literature 


Hs.326248 


NMJ)14456 


7657448 


4158 


Literature 


Hs.182447 


BC003394 


13097278 


4159 


Literature 


Hs.31314 


X72841 


297903 


4160 


Literature 


Hs.177592 


NMJX)1003 


4506668 


4161 


Literature 


Hs.81361 


M55028 


337450 


4162 


Literature 


Hs.279939 


BC004560 


13528728 


4163 


literature 


Hs.241567 


NMJM2B97 


8400725 


4164 


Literature 


NA 


BE874440 


10323216 
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Hs.1074 


BC005913 


13543508 


4166 
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Hs.56205 


BC001880 


12804864 


4167 


Literature 


Hs.77356 


BC001188 


12654698 


4168 


Literature 


Hs.194638 


BC002958 


12804200 
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Literature 


Hs.35406 


AA057484 


1550124 


41 f U 


Literature 


Hs.74451 


X04108 


35327 


4171 


Literature 


Hs.13231 


H17596 


883836 


4172 


Literature 


Hs.74002 


U40396 


1117914 


4173 


Literature 


NA 


X17403 


59591 


4174 


Literature 


NA 


X174D3 


59591 



Table 8 

Homo sapiens, heat shock 60kD 
protein 1 (chaperonin), clone 
MGCH9755 IMAGE:3630225, mRNA, 
complete cds /cds=(1 705,3396) 
cosmid CRI-JC2015 at D10S289 in 
10sp13/cds=(0,1214) 

chemokine (C-C motif) receptor 2 
(CCR2), mRNA /cds={39, 1 1 63) 



ASCL3 gene, CEGP1 gene, C11orf14 
gene, CHorflS gene, Cl1orf16 gene 
and C1 1orf17 gene /cds=(66,791) 

prion protein (p27-30) (Creutzfeld- 
Jakob disease, GerstmanrvStrausler- 
Schelnker syndrome, fatal familial 
insomnia) (PRNP), mRNA 
/cds={49,810) 

T-cell receptor alpha-chain HAP05 
V(a)3.1/J(a)P 

mRNA for T-cell receptor alpha (clone 
XPBP53I) 

tubufin-spedfic chaperone c CTBCC), 
mRNA/cds=(23,1063) 
chromosome 19, cosmid R28379 
/cds=(0,633) 

transferrin receptor (p90, CD71) 
(TFRC), mRNA/cds=(263,2545) 

polymerase (RNA) II (ONA directed) 
polypeptide D (POLR2D). mRNA 
/Cds^O.458) 

zinc finger protein 1 06 (ZFP1 08), 
mRNA/cds=(335,5986) 
cDNA: FU22071 fis, clone HEP11691 
/cds=UNKNOWN 
heterogeneous nuclear 
ribonudeoprotein C (C1/C2) (HNRPC), 
transcript variant 1 , mRNA 
/cds=(191,1102) 
retinoblastoma-binding protein 7 
(RBBP7), mRNA /cds=(287, 1 564) 
ribosomal protein, large, P1 (RPLP1), 

heterogeneous nuclear 
ribonudeoprotein A/B (HNRPAB), 
transcript variant 1 , mRNA 
/cds=<224,1219) 
mitochondrial carrier homotog 1 
(MTCH1), nudear gene encoding 
mitochondrial protein, mRNA 
/cds=(0,1118) 

RNA binding motif, single stranded 

interacting protein 1 (RBMS1), 

transcript variant MSSP-2, mRNA 

/cds=(265,1434) 

N1H_MGC_69 cDNA clone 

IMAGE:3891187 5\ 

surfactant, pulmonary-associated 

protein C (SFTPC), mRNA 

/cds={27,620) 

insulin induced gene 1 (INS1G1), 
mRNA/cds=(414,1247) 
transfenin receptor (p90, CD71) 
(TFRC), mRNA/cds=(263,2545) 
polymerase (RNA) II (DNA directed) 
polypeptide D (POLR2D), mRNA 
/cds=(30,458) 

602675161F1 cDNA, 5" end 
/done=IMAGE:4797783 /done_end=5* 



(CAPN4), mRNA/cds=<158,964) 
0dl5d12.s1cDNA 
/done=IMAGE;1 368023 
mRNA for steroid receptor coacth 
1e/cds=(201,4400) 
CMVHCMVTRL2 = IRL2 

59591 CMVHCMVUL27 



PCT/US01/47856 



1 AGCAGCCTTTCTGTGGAGAGTGAGAA 
TAATTGTGTACAAAGTAGAGAAGT 



1 CAACTGTGCTGGCCGG GAGGAGAG C 
AGAGACGCAGTCCTGCCCAGTGTAG 

1 CACATGGCTAAAGAAGGTTTCAGAAA 
GAAGTGGGGACAGAGCAGAACTTT 

1 CCGACATCTGGTTCCTACTTCAGGGT 
GATAMGCCT AAATAGCCCACACG 

1 CTCATTTGTATTCAAG C CTTTAACAG 
GAGG G C AAAGAG GTGAGAATGTGT 

1 GCACTGAATC GTTTCATGTAAG AATC 
CAAAGTGGACACCATTAACAGGTC 



1 GCAGACACTGCTTCTTACTTCTGTGC 

TACGGATGGGAACAGAGATGACAA 
1 GGGGAAACTGGAGGCTTCAAAACTAT 

CTTTGGAGCAGGAACAAGACTA7T 
1 GGGGAAGGAGGGTGATTATATTGCTT 

TGTAATG GTTTGTGATACTTGAAA 
1 GTACGAATGGGAGGTCCTCGACACC 

TGGGGAACTGCGGACTATGCGGCAG 
1 TATCAGACTAGTGAC AAG CTC CTGGT 

CTTGAG ATGTCTTCTCGTTAA G GA 
1 TGACCTCCACCAAAGCCCATATAAGG 

AGCGGAGTTGTTAAGGACTGAAGA 

1 TTTCTCCGGACTCATCAGTAAACCTG 
TAGAAGTGTCGCTTTCCAG CCTTT 

1 TTTGTAAGCGAAGGAGATGGAGGTC 
GTCTTAAACCAGAGAGCTACTGAAT 

1 AAAGTTGATACTGTGGGTTATTTTTGT 
GAACAGCCTGATGTTTGGGACCT 



1 AACTTTrACACTTTTTCCTTCCAACAC 
TTCTTGATTGGCTTTGCAGAAAT 

1 ACAGCCAAGACTTAGGTTACAGG GCA 
ACGCACTACTGTTCAGCTTTGAAT 

1 ACGTGTCCTGATTTTGCCACAACCTG 
GATATTGAAG CTATC C AAG CTTTT 



1 AGCTGTTGATG CTGGTTG GACAGGTT 
TGAGTCAAATTGTACTTTGCTCCA 



ATAAGGTGCATAAAACCCTTAAATTC 
ATCTAGTAGCTGTTCCCCCGAACA 



1 CCAATGACAGCCTACCTATTACCAAG 
GGCTC CCCTACAACTCTGAAC CTT 

1 GACAAACCCTGGAGAAATGGGAGCT 
TGGGGAGAGGATGGGAGTGGGCAGA 

1 GTGTCAGTGCCCAAAGGAGGGAGGT 
TGATGGTGCTTAACAAACATGAAGT 

1 TCATTGTATAAAAG CTGTTATGTG CAA 
CAGTGTGGAGATTCCTTGTCTGA 

1 TGACCTCCACCAAAGCCCATATAAGG 
AGCGGAGTTGTTAAGGACTGAAGA 

1 TTGGCTTCATTACGAGAGAGAAACAT 
AACAGAGGCAGTGATGGTTTCAGA 

1 TTTGTCTATATTCTGCTCCCAGCCTG 

CCAGGCCAGGAGGAAATAAACATG 
1 AGCACATTGG GAGATACATGATAAAT 

TTCTATCTGCAGTTGCTATTTGCA 
1 GGCCCAGCAGAAGAGCCTCCTTCAG 

CAGCTACTGACTGAATAACCACTTT 
1 AATAATAGATTAG CAGAAGGAATAAT 

CCGTGCGACCGAGCTTGTGCTTCT 
1 ACATTCAAAAGTTTGAGCGTCTTCAT 

GTACGCCGTTTTCG GCCTCACGAG 
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4175 


Literature 


NA 


X17403 


4176 


Literature 


NA 


X17403 


4177 


Literature 


NA 


X17403 


4178 


Literature 


NA 


X17403 


4179 


Literature 


NA 


X17403 


4180 


Literature 


NA 


X17403 


4181 


Literature 


NA 


X17403 


4182 


Literature 


NA 


X17403 


4183 


Literature 


NA 


XI 7403 


4184 


Literature 


NA 


X17403 


4185 


Literature 


NA 


X17403 


4186 


Literature 


NA 


X17403 


4187 


db mining 


Hs.164427 


AI307795 


4188 


Table 3A 


Hs.169168 


AA977148 


4189 


Table 3A 


Hs.1 17333 


AI023714 


4190 


Table 3A 


NA 


A1380955 


4191 


Table 3A 


HS.93870 


AA976045 


4192 


Table 3A 


Hs. 3325 83 


AA788623 


4193 


Table 3A 


Hs.71433 


AA131524 


4194 


Table 3A 


Hs.309127 


AI380687 


4195 


Table 3A 


Hs. 102630 


AA808085 


4198 


Table 3A 


Hs.134473 


AI074016 


4197 


Table 3A 


Hs.158653 


AI370965 


4198 


Table 3A 


• Hs.243029 


AA424812 


4199 


Table 3A 


Hs.1 88777 


AA432364 


4200 


Table 3A 


Hs.1 32237 


AI031656 


4201 


db mining 


Hs.1 23445 


AA813728 


4202 


Table 3A 


Hs.1 43049 


AJ 126688 


4203 


Table 3A 


HS.1 08327 


AA701667 


4204 


Table 3A 


Hs.270264 


AA6 13224 


4205 


Table 3A 


Hs.1 58976 


A1380390 


4208 


Table 3A 


Hs.204214 


AA826926 


4207 


Table 3A 


Hs.326392 


AA974839 



Table 8 

59591 CMV HCMVUL108 

59591 CMV HCMVTRL7 = IRL7 

59591 CMV HCMVUL33 

59591 CMV HCMVUL123 

59591 CMV HCMVUL75 Glycoprotein H 

59591 CMV HCMVUS2B 

59591 CMV HCMVUL21 

59591 CMV HCMVUL54 

59591 CMVHCMVUL83 

59591 CMVHCMVUL109 



59591 CMV HCMVUL1 13; spliced to 

HCMVUL112 
59591 CMV HCMVUL122 

4002399 tb28c03JClcDNA,3 , end 

/done=lMAGE:2055652 /done_end=3' 

3154594 oq24g08.s1 cONA, 3' end 

/done=lMAGE: 1 587326 /done_end=3' 

3238758 mRNA for KIAA1093 protein, partial 

cds/cds=(179.5362) 
4190797 tg18b08.x1 cONA, 3' end 

/done=IMAGE:2109111 
3151837 cDNA: FU22664 fis, done HSI08202 

/cds=UNKNOWN 
2874972 yc77a06.s1 cDNA, 3' end 

/done=lMAG E:2 1 844 /done_end=3* 
1 693030 2l31h02.s1 cDNA, 3' end 

/done=lMAGE503571 /done_end=3' 
4190540 tg03e04jc1 cONA, 3' end 

/done=!MAGE:2107710 /done_end=3 t 

2877491 602440867F1 cDNA, 5' end 

/done=IMAGE:4556561 /donej3nd=5' 

3400660 oy66g02jc1cDNA,3 , end 

/done=IMAGE1670834 /done_end=3' 

4149718 ta29b11.x1 cDNA, 3« end 

/done=IMAGE:2045469 /done_end=3' 

2106917 UI-H-Bl4-aow-<M0-0-Ul.s1 cDNA, 3' 

end /done=lMAGE:3086226 

/done_end=3' 
2114747 zw76a09.s1 cDNA, 3' end 

/done=IMAGE:782104 /done_end=3' 
3249868 ow48e06a1 cDNA, 3' end 

/done=IMAGE:1650082 /done.end^ 1 

288241 3 602623674F1 cDNA, 5' end 

/done=IMAGE474851 5 /done_end=5 l 

3595202 Homo sapiens, Similar to 

DKFZP727C091 protein, done 
MGC:10677 IMAGE:3948445, mRNA, 
complete cds /cds=(79,1530) 

2704832 damage-spedfic DNA binding protein 1 
(127kD) (DDB1), mRNA 
/cds=(109,3531) 

2464262 no19d06.s1 cONA, 3' end 

/done=lMAGE:i101131 /done_end=3' 

4190243 UI-H-BI2-ahi-a-03-0-Ul.s1 cDNA, 3' 
end /done=!MAGE: 2726892 
/done_end=3' 

2900923 EST389900cDNA 

3150631 son of sevenless (Drosophila) homolog 
1 (SOS1). mRNA/cds=(0,3998) 

461 



1 ACGAACAGAAATCTCAAAAGAC G CTG 

ACCC GATAAGTACCGTCACG GAGA 
1 AGGAACCAGCAAGTCAACAAAAGACT 

AACAAAGAAAAACCATCTTGGAAT 
1 CCAACGACACATCCACAAAAATCCCC 

CATCGACTCTCACAATCGCATCAT 
1 CCTCTG GAGGCAAGAGCACCCACCC 

TATGGTGACTAGAAGCAAGGCTGAC 
1 GATGTCCGTCTACG CGCTATCGGCC 

ATCATCGGCATCTATCTGCTCTACC 
1 TTCGTGGGCACCAAGTTTCGCAAGAA 

CTACACTGTCTGCTGGCCGAGTTT 
1 GAGATCGACATCGTCATCGACCGAC 

CTCCGCAGCAACCCCTACCCAATCC 
1 CTTTGAGCAG GTTCTCAAGGCTGTAA 

CTAACGTG CTGTCGCCCGTCTTTC 
1 TCTTCTG GGACGCCAACGACATCTAC 

CGCATCTTCGCCGAATTGGAAGGC 
1 AGAGAACAACAAAAC CACCACG AC GA 

TGAAACAAAACGCTCAACCAAACA 

1 GAGAAAAGATTGTGCGATCTCCCCCT 
G GTTTC CAGCAGACTCTTG CC AGA 

1 CATCTTCTCCACCAACCAGGGTGGGT 
TCATGCTGCCTATCTACGAGACGG 

-1 TCCCATG7TCCCTTTATTTGTCTTTTG 
GTTCTGC 1 1 1 1 1 GG GAGA 1 1 1 1 1 

-1 TGGTGCGCTTTTGTGTGCGGTGGAG 
GAGTTCCTAACCCTCGGCTTGTTTT 

-1 GCCGTTGGTTGGCTTAAACTTGGTTT 

CGTCACTTCG GG CACTTTG GTTTT 
-1 CTGGCCTCCCCTGGCTCTTTAAGCTC 

CCCTTTGGTTAAAAACTGG GTTTT 
-1 AAAAGGCCAAGGGTGTTGTTG GGGC 

GTCTGTCTAATGTGGTGGGTCTTTT 
-1 GCTGTAAATCTCTGTCTCATCATCCTT 

CTCTTTTGTTTCCATAGCCTTTT 
-1 GTGTGTGCTGGCTGAGAAGC CACTG 

TGAATTGATTCTTCTTCTGAAGTTT 
-1 AATAAGGGTGTTGCCCTTTGTTCCCT 

CACATAATCGTGAAAG GCTG CTTT 

-1 TTCCTCAGTCCCTGTTCATACCATCT 
CTGCACCCACAATCACACTGATTT 

-1 GACCACAGATATG CA CTCCTTA CATT 
AACCTCAG CCTTGATGTATCATTT 

-1 CCCCCTGTTATGAAAAGGGTTAAACT 
TGAACCCACCCATTTTAAAAATTT 

-1 TTATAGCTACCAGAAGCCACCAGGGC 
CTTAGCCCAGCAGTAGAAACCTCT 

-1 GATCAGTAGACACACCCCTCAATGCT 
GCGAAGAAAATGAAGGCCACTCTT 

-1 AGCAGACAATGGACAACTGTAGTTTT 
TGAATTGACTTCTATAGCCATCTT 

-1 TCCACCACAGTGCATGATAATTCCGA 
CAGAACGGCCTTTTATTTGTACCT 

-1 TGTTCTCTGAACTGTCTGGATGAACC . 
GGTCAACGGCACTCATCATACCTT 



-1 G CTTCACTCTGCTTTCTGTATAAAGG 
GCAGTCTGtGGTCACGCAAGACTT 

-1 AGCAAAGACCAAATTCTCCTTGGGAA 
GTGTG G GAGCAG G CTGACATTATT 

-1 GTCCTTTGATAG CAGAAC AAGAG GCT 
CTGTGATCCTCTGGACCTCAGATT 

-1 TCCACGACATGGTACAGCTCTTCACT 
TTTTC AG CTTTTTAAATGTC CATT 

-1 GACAAGGCAATGCTACTGATCACCTG 
AGGATAATGGTGAAGGACTTTTGT 
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Hs.173334 
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db mining 


Hs.86437 


AI30070O 
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db mining 


Hs.61558 


AI220970 
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Table 3A 


Hs.239489 


AA639796 
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Table 3A 


Hs^28795 


AI094726 


4214 


db mining 


Hs.62699 


AA740964 
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Table 3A 


Hs. 124675 


AA858297 


4216 


Table 3A 


NA 


AI281442 


4217 


Table 3A 


Hs.226817 


AI199388 


4218 


Table 3A 


Hs.291003 


AA504269 


4219 


Table 3A 


Hs.299416 


AA1 32448 


4220 


Table 3A 


Hs.6733 


AI057025 


4221 


db mining 


Hs.177712 


AA251806 


4222 


Table 3A 


Hs. 1331 75 


AI051673 


4223 


Table 3A 


Hs.203041 


AI271437 


4224 


Table 3A 


Hs.56205 


AA846378 


4225 


Table 3A 


NA 


AA873734 


4226 


Table 3A 


NA 


AA482019 


4227 


db mining 


Hs.1 82594 


AA806247 


4228 


Table 3A 


Hs>210727 


AI075288 


4229' 


Table 3A 


Hs.252300 


AI383340 


4230 


Table 3A 


Hs.191958 


AI347054 


4231 


Table 3A 


Hs.283410 


A1253134 


4232 


Table 3A 


Hs.44189 


AI381839 


4233 


Table 3A 


Hs.148288 


AA908367 


4234 


Table 3A 


Hs.143534 


AI095189 


4235 


Table 3 A 


Hs.23349 


AI357493 


4230 


db mining 


Hs.292235 


AI057035 


4237 


Table 3A 


HS.3379B6 


AA101212 


4238 


Table 3A 


H3.60088 


AA004799 



Table 8 

3422647 chorea-acanthocytosis (CHAC) mRNA, 
complete cds /cds=(260,9784) 

1 928532 ELL-RELATED RNA POLYMERASE fl, 
ELONGATION FACTOR (ELL2), 
mRNA/cds=(0,1922) 

3960046 60241 1 368F1 cDNA, 5* end 

/clone=IMAGE:454C096 /done_end=5* 

3B03173 hz63d07.x1 cDNA, 3' end 

/clone=IMAGE:3212653 /done_end=3* 

2563575 TIA1 cytotoxic granule-associated RNA- 
binding protein (T1A1), transcript variant 
2, mRNA /cds=(185, 1345) 

3433702 qa08f05.x1cDNA,3 , end 

/done=IMAGE1686177 /done_end=3* 

2779556 EST386140 cDNA 

2946599 ob1 3b08.s1 cDNA, 3' end 

/done=lMAGE:1323543 /clone_end=3* 

3919675 cDNA done IMAGE'1 967452 3* 

3751994 qs75e05.x1cDNA,3'end 

/done=IMAGE: 1943936 /done_end=3' 

2240429 hypothetical protein MGC4707 

(MGC4707), mRNA /cds=(72,1 067) 

1694015 zo20a03.s1 cDNA, 3' end 

/done=IMAGE587404 /done_end=3* 

3330814 phosphoinosrtide-spedfic 

phosphoDpase C PLC-epsifon mRNA, 
complete cds /cds=(235,7146) 

1886786 zs09c03.s1cDNA ) 3'end 

/done=IMAGE:684676 /done_end=3' 

3307207 oy77g06.x1 cDNA, 3' end 

/done=IMAGE-1671898 /done_end=3' 

3890604 602417270F1 cDNA, 5* end 

/done=IMAGE4536737 /clone_end=5' 

2932518 insulin Induced gene 1 CNSIG1), 

mRNA/cds={414 l 1247) 
2969856 Vanin2 

2209697 cDNAdonelMAGE.746046 3' 

2875516 oc21f01.s1 cDNA, 3' end 

/done=lMAGE1341529 
3401 879 oy69h1 0.x1 cDNA, 3' end 

/done=IMAGE:1671139 /done_end=3' 

4196121 tc76g05.x1 cDNA, 3' end 

/done=IMAGE:2070584 /donejend=3» 

4084260 immunoglobulin superfamily receptor 
translocation associated 2 (IRTA2), 
mRNA /cds=( 158,3091) 

3849663 6026351 44 F 1 cDNA, 5' end 

/done=IMAGE:4780090 /done_end=5' 

4113460 yz99f01.s1 cDNA ( 3'end 

/done=IMAGE:291 193 /done^encW 

3047772 og76c11.s1cDNA,3 , end 

/done=MAGE:1454228 /done_end=3' 

3434165 602466053F1 CDNA, 5* end 

/done=IMAGE:4594260 /done_end=5 l 

4109114 nab70eO3Jd cDNA, 3' end 

/done=IMAGE:3273292 /done_end=3' 

3330824 oy75b1 1 J(1 cDNA, 3' end 

/done=IMAG E: 1 671 645 
1647866 Homo sapiens, done MGC: 17431 

MAGE:2984883, mRNA, complete cds 

/cds=(1336,1494) 
1448296 hypothetical protein MGC1 1314 

(MGC11314), mRNA /cds=<22 1,673) 



-1 TCAATAGTTGTGAAATTCTTCTCAGG 
CTCCTTAAACCCTCGCTTTGTTGT 

-1 AGGCTTACGTTTATCCAAAAGCATTT 
CACCTTGCACATTACTGTTGTTGT 

-1 ACAAGCATTTAGATCATAACATGGTA 
AAGC CTATTACCAG C CAATGTTG T 

-1 TGTTTTG G CATAGAG CTTTACTTAAAA 
TGCTG CTTCATTTTACACATTGT 

-1 TGGAGCTCAATTCTATG CAGTTGTG C 
TGATATTTCATTAAGTCACTGTGT 

-1 TTTCCCCTTGGCCTGA G I I 1 1 IA TAAA 
ATTTCCATTAATTGGGGCAGTGT 

-1 TGCAGCTAAATTCGAAGCTTTTGGTC 
TATATTGTTAATTGCCATTGCTGT 

-1 G GATTTG GAAGATG CTTTCAGAAATA 
TGGCATAGGI I 1 1 I GTCGAAATGT 

-1 AAAGAAAAATTCAGCCTGAACCCTAC 
CCTTATAAAACAGGTTAATTGGGT 

-1 TGTAAGT CCCATG CCC GAATTTGGAG 
ATTTGGG 1 1 1 1 1 CTTTTCAGGGGT 

-1 C GGATTCC AAATTACTTAAAGC CTTTA 
TGG GAACACGGTAGATTGTAGGT 

-1 GCCTTCTGGCCTCTGAGG CAAAGGT 
CAGTGATACTGATGG GAGGGTAGGT 

-1 GCTCAAGATCACCTCTTTGTCATCTT 
GAACAATGTl 1 1 1 CTCTTCTAGGT 

-1 TGTTTCCACTTCATGGGATATGACTC 
CATCACAATGAAAATGGGTCCAGT 

-1 TTGTGATTGTAAATCATGTATGTACAA 
ATGCCATGAAAATTAAAGCCAGT 

-1 TTTCCCTTATGCACCTTCCAGTCTTTG 
G CAGGACATGATTTATG G AC AGT 

-1 TGCACTCTACCAGATTTGAACATCTA 

GTGAGGTTCACATTCATACTAAGT 
-1 TCAACTGCAGGGAATCTCCTAGGAAG 

CGGATAAATCTGGCAATTG GAAGT 
-1 ACCACCAGCTATTTGT AATTCCTTCTT 

CTAAG G CATAGTGAAAACTTG CT 
-1 TCGCTTTCTAACTGATTCCATTCCAC 

CATGTCAGATACTCCTGGGCTGCT 
-1 CAGCAATGAGGGGAT A 1 1 1 1 I GATGA 

GCTGGAATATCCAATTGAACAGCT 

-1 CCCCCTAAGTTAAAAGCTCTGTCTTT 
TTGG GGTTTGCCCTATGTAAAGCT 

-1 GAAGCCTCTACTCTTGAGTCTCTTTC 
ATTACTGGGGATGTAAATGTTCCT 

-1 ACACTTGATCTCTTCCTTATTTCTCTC 
AGAAAACCTGTAGGATTGTGCCT 

-1 AGTAGATATTTTGCCGGTGTACTTGG 
AATACCTTTCAGAAGCCAAACCCT 

-1 AATTCCAATCCTG GTATATAGCACCT 
GGTATTATGGGTACCAAAAACCCT 

-1 ACTG CTCCAAATATCAACCCCATGTA 
GGCAGGATGTTTGATCTTGGTACT 

-1 TGTTGTTG GATACGTACTTAACTG GT 
ATGCATCCCATGTCTTTGGGTACT 

-1 TTAGGATTGCTCAGTTTCATCAAGGT 
TTGAAGGATAGGCAGGCTCTCACT 

-1 GGCCAGTCTCTGTGTGTCTTAATCCC 
TTGTCCTTCATTAAAAGCAAAACT 

-1 GCATTCCCGGTCACTCCCTCCCTAAT 
CTGAGCATCACTCAAGCTCTTTAT 
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WO 02/057414 

4239 db mining Hs.177376 AA744590 

4240 Table 3A Hs.163787 AA627122 

4241 Table 3A Hs.332992 AA760848 

4242 Table 3A Hs.129572 AA746320 

4243 Table 3A Hs.233383 AA745714 

4244 Table 3A Hs.156601 AI146787 

4245 Table 3A Hs.273775 AA527312 
4248 Table 3A Hs.159316 AI380278 

4247 Table 3A Hs.1 59424 AI380255 

4248 Table 3A Hs.1 14931 AA702108 

4249 Table 3A Hs.179779 AI004582 

4250 Table 3A Hs.100555 AI352690 

4251 Table 3A Hs.157213 AI351144 

4252 Table 3A Hs.77399 AI337347 

4253 Table 3A Hs.128630 AI222805 

4254 Table 3A Hs.27D341 AI270478 

4255 Table 3A Hs.190229 AA582958 
425B Table 3A Hs.170333 AI373163 



4257 Table 3A 

4258 Table 3A 

4259 Table 3A 

4260 Table 3A 



Hs.1 58289 AI199223 

Hs.29282 AA748714 

Hs.230752 AI025427 

Hs.131580 AI024984 



4261 


Table 3A 


Hs.98308 


AA418743 


2080544 


4262 


Table 3A 


Hs.337307 


AA719537 


2732636 


4263 


Table 3A 


NA 


AA136584 


1697794 


4264 


Table 3A 


Hs.339990 


AJ263141 


3871344 


4265 


Table 3A 


Hs.309122 


AI380449 


4190302 


4266 


Table 3A 


Hs.290535 


AA719103 


2732202 


4267 


Table 3A 


Hs. 188886 


AA576947 


2354421 


4268 


Table 3A 


Hs.130232 


AI089359 


3428418 


4269 


Table 3A 


Hs.44628 


AI384128 


4196909 



Table 8 

2783354 zb85a06.s1 cDNA, 3' end 

/ctone=(MAGE'310354 /clone_end=3' 

2540166 nq70gOZs1cDNA,3 , end 

/clone=IMAGE:1 157714 /done^end^ 1 

2809778 nz14f05.s1cDNA ( 3 , end 

/done=IMAGE:1287779 /done_end=3' 

2786308 ob08f01 .s1 cDNA, 3* end 

/done=lMAGE:1 323097 /done_end=3' 

2785700 RC2-CT0434-3 1 0700-01 3-C08 cDNA 

3674469 qb83f02jrl cDNA, 3* end 

/donff=lMAGE:1706715 /ctone.end^ 

2269381 ng36a08.s1 cDNA, 3* end 

/done=lMAGE-936854 /done_end=3' 

4190131 cDNA: FU21572 fis, done COL06651 
/cds=UNKNOWN 

4190108 60258947BFlcONA.5 , end 

/done=IMAG&4723722 /dQne_end=5' 

2705221 zi85e01 .s1 cDNA, 3' end 

/done=IMAGE:447576 /done_end=3' 

3214092 ribosomal protein L37 (RPL37), mRNA 
/cds=(28,321) 

4089896 DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 18 (Myoregulated) 
(DDX18), mRNA /cds=(71, 2083) 

4088350 qt23f10.x1 cDNA, 3* end 

/done= IMAGE: 1948459 /done_end=3' 

4074274 cauda! type homeo box transcription 

factor 2 (CDX2), mRNA 

/cds=(360,1301) 
3805008 qp39c07jc1 cDNA, 3' end 

/done=IMAGE:1925388 /done_end=3» 

3889643 602307338F1 cDNA, 5* end 

/done=IMAGE:4398848 /done_end=5' 

2360318 nn80d08.s1 cDNA, 3' end 

/done=(MAGE:1090191 /done_end=3' 

4153029 qz13a07JClcDNA,3'end 

/done=lMAGE:202l364 fclone_end=3' 

3751829 qi47c06.x1cDNA,3'end 

/done=lMAGE:1 859626 /done_end=3" 

2788672 mitagen-acfivated protein kinase 
kinase kinase 3 (MAP3K3), mRNA 
/cds=(83,19S3) 

3241040 ow27g06.s1cDNA,3'end 

/done=lMAGE:1648090 /done_end=3' 

3240597 0V39d11J(1cDNA,3 , end 

/done=IMAGE: 1639701 /done_end=3* 



cds/cds=(0,1874) 
zh40g1Zs1 cDNA, 3' end 
/done=IMAGE:414598/done end=3' 
fetal retina 937202 cDNA done 
IMAGE:565899 3' 
qw90c01jc1 cDNA, 3' end 
/done=IMAGE:1 998336 /clone„end=3 > 

tg02f12JrtcONA,3»end 
/done=IMAGE:21 07631 /done_end=3' 

zh33d10.s1 cDNA, 3' end 
/done=IMAGE:413875 /done_end=3' 

nm82b04.s1 cDNA, 3' end 
/done=lMAGE:i074703 /done_end=3' 

qb05h03j(1 cDNA, 3' end 
/done=lMAGE:1695413 /done__end=3' 
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-1 CTGAATGC CAAGAG CTTC AAGAGTGT 
GTGTAAATAAAGCCACACCTTTAT 

-1 CCCGAGGAGGAAGACGAATCGTTAA 
ACATCTGAAAGG GTCAGGTGAGTAT 

-1 C AAACTTGTTCTGAAGAC AATTTC CA 
AGGTTGTCAGCCATGTCACCATAT 

-1 TCAGGTTCGTGTTAAACGCTGTATGT 
TAACTATGACTGGAATTCTGTGAT 

-1 ATGGAGATCCAGAGACGTTGGTTTTC 
AAATGGAGCAAACAGCACTGTGAT 

-1 AGCTTTAGGCTGAGGGCATGGAAACT 
GTTACGCTTTTCCTTTTATGTGAT 

-1 TCACTC C AGAATAGAAATTAGAGTAT 
AGGTAGGCAGTC CAACCTCTGCAT 

-1 TCAGATGCCACACTTATGAGACCCTC 
ATCCTTCTGCTCACTCTCTTCCAT 

-1 CCCTGCCTTTACCTCTCTACTTGTAG 
TGTTCTTTCAGAGCCTGCTCCCAT 

-1 CAAAACAAGATGTGCCAGGGCCTGG 
GGGATGGGATAATTTCAGAGAGAAT 

-1 ACCCAAGAGGGCAGCAGTTGTGTCA 
TC CAGTTC ATCTTAAG AATTTCAAT 

-1 GGGGTAGGAAGAGGATG G AATTGAG 
ATGTTTGAGCCTCATTTACATCAAT 

-1 GCTCTCTGATG CTGGTGGCTGTTCCC 
C CAG AATG GAAGCATTG ATTAAAT 

-1 GGGGAGAAGTGATATGGTGAAGGGA 
AGTGG GGAGTATTTGAACACAGTTG 

-1 CACCATGCCTGACTTTTAG CGCAGTG 
TGATCCTACACAAATTGCCCTGTG 

-1 TATGGTTTTTAGG CTATGCAGATATTC 
TGTTGGTTTTTGAGACAG CTCTG 

-1 CCTTCCTTTCTAAGGCATAAGTGCGA 
CGTTCGCTGCTGTGCGTGGAACTG 

-1 G AGAGG AAGG CAGAC AG G CAG CCAT 
TTTAAGAGAGAAG AG C C AGAC AATG 

-1 GTTATCAAAGGTGGAATCGGAAACAC 
CAGGCTCCTAGTGCCACGGAAATG 

-1 AAATGTGCCTATTGCTAGAGCTCCTC 
CCTCTCAACACCCAGTTTCCTTGG 

-1 CAATCGTCTTATCTCTACAGAGAGAA . 
GTGGAAAATTCTTTTTCAAGGGGG 

-1 CTATGGAAGGCAGTTGGTGGGCAAA 
AGTCCG GTTTTTACG CTTTGAGGGG 

-1 GTCTGATCCTTAGACCGTCTCATCAC 

AGCAACCCTAACTGCAGAGCAGGG 
-1 AATGGTAAGAAATGCCTTGTGTGGGT 

GGCCCTCC AGTCCCCAGTCCAG G G 
-1 AACATATCCAGGGAGGACAAACTCTG 

GGCTGGACAATGTATC C AC AAGGG 
-1 GCCCATGGTCCTAGAATTAATTCCCC 

TAAAAATTTTTGAAATAGGGGCGG 

-1 GCCAACTGCTTAGAAGCCCAACACAA 
CCCATCTGGTCTCTTGAATAAAGG 

-1 GAG CCCTTAAAATTACTGTATCTCCT 
CTAAAGTGTGATTTAATG GCTGCG 

-1 CTTTTGCTGGAGACTCATCGCTTTGG 
GAAGTGCATTTGCTTC GTCGTCCG 

-1 CCCAGTTCACAGTAGAGAG GTGGAG 
CTTAGTACTTCCTGCTGCCCATTAG 

-1 CTGG GCTGTAGGTACTGCTGGGTCA 
CTGTTG CTATAAATG GTCACTG GAG 
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4270 db mining 

4271 Table 3A 

4272 Table 3A 

4273 Table 3A 

4274 Table 3A 

4275 db mining 

4276 Table 3A 

4277 Table 3A 

4278 Table 3A 

4279 Table 3A 

4280 Table 3A 

4281 Table 3A 

4282 Table 3A ' 

4283- Table 3A 

4284 Table 3A 

4285 db mining 

4286 Table 3A 

4287 Table 3A 

4288 db mining 

4289 Table 3A 

4290 Table 3A 

4291 Table 3A 

4292 Table 3A 

4293 Table 3A 

4294 Table 3A 

4295 Table 3A 

4296 Table 3A 

4297 Table 3A 

4298 Table 3A 

4299 Table 3A 

4300 Table 3A 



Hs.164284 A1434146 

Hs.173720 AA534537 

Hs.120891 AA677952 

Hs.142838 AI299573 

Hs.8724 AI298509 

Hs.204873 AI086035 

Hs.323950 AA916990 

Hs.144114 AI074020 

Hs.235042 AI076222 

Hs.1 56975 AI380388 

NA AI361642 

Hs.34549 AI123826 

Hs.185062 AI085568 

Hs. 180201 AA516406 

Hs.54452 AI041828 

Hs.206654 AA705316 

HS.147040 AM 87423 

H3.1 05230 AA489227 

Hs.309108 AI378046 

Hs.209203 AI343473 

Hs.1 58966 AI380236 

Hs.50477 AA923567 ' 

Hs.1 33230 AA984890 

Hs.165051 AI248204 

NA AA683244 

NA AA826572 

Hs.11637 A1275205 

Hs.21812 AI131018 
Hs.21812 AI888714 

Hs.59459 AA8B9552 

Hs.230805 AI087055 



Table 8 

4294137 U36g07.x1cDNA,3'end -1 
/done=IMAGE:2132604 /done_end=3* 

2278790 nf80h10.s1cDNA.3*end -1 

/done=IMAGE:926275 /clone_end=3* 
2658474 zi14a06.s1 cDNA, 3' end -1 

/done=!MAGE:43073B /clone_end=3* 
3959158 nucleolar protein interacting with the -1 

FHA domain of pW-67 (N1FK), mRNA 

/cds=<54,935) 

395B245 serine threonine protein kinase (NDR), -1 

mRNA /cds=(595,1 992) 
3424458 oy70h04.x1 cDNA, 3* end -1 

/done=lMAGE:167l223 /done_end*y 

3056382 zinc finger protein 6 (CMPX1) (ZNF6), -1 

mRNA/cds=(1265,3361) 
3400664 oy66g06j(1cDNA,3 , end -1 

/ctone=lMAGE:1670842 /done_end=3' 

3405400 oy65b09jc1cDNA,3 , end -1 
/done=IMAGE:1670681 /ctone_end=3' 

4190241 tra6a03jc1cDNA,3'end -1 
/done=lMAGE:2107084 /done_end=3' 

41 13263 qy86d04.x1 cDNA, 3' end -1 

/done=IMAGE:20188B7 
3539592 60262Q663F1 cDNA, 5' end -1 

/done=IMAGE:4746422 /done_end=5 t 

3423991 oy68b05jc1cDNA,3'end -1 
/done=lMAGE:1670961 /done_end=3' 

2253768 hypothetical protein FLJ20671 -1 
(FU20671), mRNA /cds=(72,494) 

3281 022 zinc finger protein, subfamily 1 A, 1 -1 
(Ikaros) (2NFN1A1), mRNA 
/cds=(168,1727) 

2715234 EST368531 cDNA -1 

3738061 qf31d04Jd cDNA, 3' end -1 
/clone=lMAGE1751623 /done_end=3 f 

2218829 aa57f07.s1 cDNA, 3* end -1 
/clone=iMAGE82506l /done_end=3' 

4187899 te67h12.x1 cDNA, 3' end -1 
/done=lMAGE:2091815 /done_end=3* 

4080679 Ib97a08.x1 cDNA, 3' end -1 
/done=IMAGE2062262 /done_end=3' 

4190089 tf94b10jdcDNA,3'end -1 
/done=IMAGE:2106907 /done_end=3* 

3070876 Rab27a mRNA, complete cds -1 
/cds=<245,910) 

3163415 Homo sapiens, ribosomaJ protein S 15, . -1 
clone MGC:2295 IMAGE:3507983, 
mRNA, complete cds /cds=(14,451) 

3843601 qh64h1Uc1 cDNA, 3' end -1 
/clone=IMAGE:1 849509 /done_end=3* 

2669135 schizo brain S11 cDNA done -1 

IMAGE:971252 3' 
2898398 cONAdonelMAGE:1416447 3' -1 

3897479 602388093F1 cDNA, 5' end -1 
/done=IMAGE:45l7086 /done_end=5* 

3601034 AL562895cONA -1 
/done=CS0DC021YO2O-(3-prime) 

5593878 AL562895 cDNA -1 
/done=CS0DC021 YO20-(3-prime) 

3016431 ak2Qd12.si cDNA, 3' end -1 
/done=lMAGE:140651 9 /done^end^ 1 

3425478 oy70c09Jc1 cDNA, 3' end -1 
/done=IMAGE:1671 1 84 /done_end=3' 
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CTTTAGATGTCCCACGTCCCTTCAAG 
CACATGAAAGAG CTC ACACTG GAG 

GACTCTGGAACTCGAGCGTGTGGCT 

GCTGCGCCGACAGCTGAATCTAGAG 

CCTTAGAGATCGTGAC CCTTCCTGCT 

TGCCTCCCTGGTGGGCTCTTTCAG 

AGAGTGAGAAGGCAGTTCCAGTTTTA 

GCACAGATTTGTTTATGTGTTCAG 

TCTCAAGAGAGAACGCCACAGGAGA 
GAGACCCAATCCGC CTAAGTTGCAG 
AGGTTTGGGGAGGGGTCCCAGTCTG 
CGATCCTTTCTCCCTCTTCGTGCAG 

CCTCAGCTTCCAACTCTGATTCCAGG 
ACAGGATGGAAAACCTTTGGACAG 
AATCCCTTGTACCATGTATACAAATG 
AGACAAGTGAGCTTGACATTCAAG 

GCTACAGCCCGGAACACAAAAGAAG 
ACACCCATG CAAATACCATTAAAAG 

ATTAACCCTTTATTGCCCTAGCCAGT 
GGGGTGGGAGG GAGAG ATTGTTTC 

GTTATCCTTAGGCCAGGTCTCCCACC 
TTTGAGCCGGACAAAACCAGAGTC 
TGCTGCTACAGTTGCAAAACACTGGA 
GCTAGAGAAAATAAAGTACTGATC 

CGAGAGTCTTGCTGAGCCAGGACTT 
GAGTGCCTCGAAGTTTTCAATGATC 

ATCAGGAGAG GGAGATAATTAGTTGC 
TTC CTCCTTCACACTGTTTG AATC 
TTGCCCTTTCCTCTCACTGCCTTTTAT 
AGCCAATATCAATGTCTCTTTGC 

ATCCCTATTGCCAGACACATCATTCT 
CTCCATCCAGAAAGCCAACTTTGC 
CTCTCTTCATCTTCTGATTG G GATTGT 
GTCCAGTCCTCTGCTTCTTCTGC 

GAG G GTTCTAGC AACTTAATC CCATT 
AGCATGTTAGCTGAAGACTACTGC 
GTCCCAAGGGTCAGTATATTGGAGGA 
AAGTAAAGGAGTGAATCAGACTGC 

CTG GAATTACTAATGTG GAG GTGATC 
TGAGAACTGG GAACAAAGTAGGGC 

TCCAGGGACTGACAAGAGTGAGTGG 
TGTCAACCTAAAGAGAAACTCAGGC 

CAGAACTCCATAGACAGCCTCACTTT 
GTGCTCGGGGGCCTGTCCCAAGGC 
GCACTTCTCCCGGTTCATCCCTCTCA 
AGTAATGGCTCAGCTAATAAAGGC 



TCCATCTCCTTTCTACTGTAGCGGAG 
ACTACAAGTCCCAGGATGCCCCGC 

CCACATTCTTGCTGTCCACATCCTGC 

TGGGTGAAATTGTGTTGAAGTAGC 

TGACTGTCTTGGTAATTTTCTTCCTTG 

TTTTACTTCTGGAAACTGGGAGC 

TGACTTTCAGGAATGTCAGCATTGAC 

CTCTCCTTGCCACTGTTACTGAGC 

AAGT7TGTGCAGCACATTCCTGAGTG 

TACGATATTGACCTGTAGCCCAGC 

AAGTTTGTGCAGCACATTCCTGAGTG 

TACGATATTGACCTGTAGCCCAGC 

ACCAGACTTCAGGAAGAATAAAGGTC 

GCCAACTCAATAAAACCACCAAGC 

ACTTGCCACATAAACAGTTCCATCAT 
AAAAACTCTTCCCCTTCTTGTTCC 
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Table 8 



4301 


Table 3A 


Hs.125608 


AJ380443 


4190296 


tg02fD4.xl cDNA, 3' end 
/done=lMAGE:2107615 /done^end^ 1 


-1 


4302 


Table 3A 


Hs.229385 


AI354231 


4094384 


qv12c04.x1 cDNA, 3* end 
/done=lMAGE:1981350 /done_end=3' 


-1 


4303 


Table 3A 


Hs.330928 


AI371227 


4149980 


601659234R1 cDNA, 3' end 
/clone=IMAGE:3895641 /done_end=3' 


-1 


4304 


db mining 


Hs.141153 


AI139639 


3645611 


tx43b11.x1 cDNA, 3' end 
/done=lMAGE:2272317 /done_end=3' 


-1 


4305 
4306 


Table 3A 
Table 3A 


Hs.134342 
Hs.226755 


AI363001 
AA909983 


4114622 
3049273 


mRNA for LanC-tike protein 2 (Iancl2 
gene)/cds=(186,1538) 
RC1-UTQ033-250800-022-h02 cDNA 


-1 
-1 


4307 


Table 3A 


Hs.158894 


AI378457 


4188310 


tc79d10.x1 cDNA, 3' end 
/done=lMAGE:207237l /donejsnd^ 1 


-1 


4308 


Table 3A 


Hs.127327 


A1084064 


3422487 


EST390862 cDNA 


-1 


4309 


Table 3A 


Hs.295945 


AW081320 


6036472 


xc30f12.x1 cDNA, 3' end • 
/done=IMAGE:2585807 /done_end=3' 


-1 


4310 


Table 3A 


Hs.143410 


AA825245 


2898544 


oe59g09.s1 cDNA, 3* end 
/done=!MAGE:1415968 /done_end=3* 


-1 


4311 


db mining 


Hs.226874 


AI356505 


4108126 


qz22b04jc1 cDNA, 3' end 
/done=lMAGE2027599 /done_end=3' 


-1 


4312 
4313 


Table 3A 
Table 3A 


NA 

Hs.125892 


AI364936 
A1378032 


4124625 qz23c1Zx1 cDNA, 3' end 

/done=IMAGE2027734 
4187885 te67g08jc1cDNA,3'end 

/done=IMAGE:2091806 /done_end=3' 


-1 
-1 


4314 


Table 3A 


Hs.158943 


AI379953 


4189806 


tc81a07jd cONA, 3' end 
/done=IMAGE:2072532 /done_end=3' 


-1 


4315 
4316 


Table 3A 
db mining 


Hs.108124 
Hs.1 29332 


AI362793 
AA992299 


4114414 
3179055 


cDNA: FU23088 fe, done LNG07026 
/cds=UNKNOWN 
Ot53b06.s1 cDNA, 3' end 
/done=lMAGE:1620467 /done_end=3' 


-1 
-1 


4317 
4318 


Table 3A 
Table 3A 


NA 

Hs.157447 


AI318342 
AI028478 


4034222 ta73c09.x1 3* end 

/done=DWAGE:2049712 
3245787 EST388739 cDNA 


-1 
-1 


4319 


Table 3A 


Hs.205175 


AA885473 


2994550 


am10c12.s1 cDNA, 3' end 
/ctone=IMAGE:l465422 /done_end=3' 


-1 


4320 


Table 3A 


NA 


AJ370412 


4149165 cDNA clone IMAGE1987587 3' 


-1 


4321 


Table 3A 


Hs.1 32594 


AI346336 


4083542 


qp50b04.x1 cDNA, 3' end 
/clone=lMAGE:1926415 /done_end=3* 


-1 


4322 
4323 


Table 3A 
Table 3A 


Hs.50252 
NA 


AA984245 
AA744774 


31 62770 mitochondrial ribosomal protein L32 

(MRPL32), mRNA /cds=(46,612) 
2783538 cDNA done IMAGE:1283731 3' 


-1 
-1 


4324 


db mining 


Hs.1 5200 


AW1 90635 


6465115 


EST379783 cDMA 


-1 


4325 


Table 3A 


Hs.276768 


AI380791 


4190844 


tg04b12Jd cDNA, 3* end 
/done=lMAGE:2 107775 /done_end=3' 


A 


4326 


Table 3A 


NA 


AA573427 


2347955 


cDNA done IMAGEH028913 3' 


-1 


4327 


Table 3A 


Hs.1 27557 


AA953398 


3117543 


on63h10.s1 cDNA,3'end 
/done=IMAG&1561411 /ctone_end=3' 


-1 


4326 


Table 3A 


Hs.124391 


AA831638 


2904937 


oc85h06.s1 cDNA» 3* end 
/done=IMAGE:1356539 /done.end^ 


-1 


4329 


Table 3A 


Hs.210943 


AI823511 


5444182 


wh54h10.x1 cDNA, 3' end 
/done=IMAGE:2384611 /done_end=3' 


-1 


4330 


Table 3A 


NA 


AA757952 


2805815 zg49e07.s13'end 


-1 



4331 Table 3A 



Hs.1 0056 AA576946 



/done=IMAGE:396708 1 
2354420 hypothetical protein FU14621 

(FLJ14621), mRNA/cds=(525,1307) 
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GCTTCCTTGAACCACCCAGAAATCCA 
CTCAAATTTGGG GATTGTCATTCC 

GGGGGTGATGGGTTAATTAAATAAGT 
CCATTCCTGGGATTTGAGGGGGCC 

ATGCCCCTCGTCCTAGAATTAATTCC 
CCTAAAAATCTTTGAAATAGGG CC 

TCAAACTAAGACCAGGGTTGAAAACT 
ATGGCCCAGGGACCACTTCCAGCC 

GACGCGCACACACCTTGAGTGACAG 

CGACCTCTTCTCTACAGGTTTTCCC 

ATCCAAGCTTTAATTCTGCCATCTCA 

GAATGGTGATAAACCATTTCTCCC 

TACTTCATTGCTATTGTAAACCAAAAA 

TAAAATTTGAAGCCCCCTGCCCC 

CTTCATCACTCAGGAAACAGAAAAGG 
CTTCAGAAG GAGCGGCCATGCCC C 
AGAACCCGTATTCATAAAATTTAGAC 
CAAAAAGGAAGGAATCGAACCCCC 

TTTTCTATTTTCATCTGTCATTTTCAC 
TGCAGAG CGCACCTCCCGGACCC 

AGACTGAAGGGGTTGAAAGACCCGT 
AGACGCTCCTTTCCTCTTTTAGACC 

CTCTGCGGCCCTAGAGTTAATCCCAT 
CAGCCGAGGTG AGG CACCTGTTAC 
CCAATTCCG CAGTACAGAG CATTC AG 
CAGGTAGTGGTGACCCTGGGTGAC 

GG CTCCAGCCACCGGCAG CTCTGAA 
AGAGTTTGAAGAATTTATTGTTCAC 

GCTCGCTACCAGAAATCCTACCGATA 
AGCCCATCGTGACTCAAAACTCAC 
CACTG G AACACAACC CAGCCATGAAA 
AGGAAGAAGCTCTGACTCAGGCAC 

CATCTCATGCGTAGCACTGATCAATG 
TGCCCCAGGGTGTGTATTCGCGAC 
CAATCAGAGCGCGAGTTACAAGCGC 
G GTGGAGTGG G GAAGCGAATGAAAC 

GACATTGCACA I I 1 1 1 GAACCTGTCT 
ACAGCAGCCTGGGTTGGTCACAAC 

ACACTGGCAGAGTCCAGAAAAGCAG 
CAGAAGAAAAATTCAGAGCAAAAAC 
TTTAACGTGCTTCTGAGACAGCCACC 
ACCGAAAGGCACCTTTAG CGGTTA 

TCAGCCAACCTGAATCTGGTATCTTT 

ACTTAAACACAGCAGTTGTAGTTA 

AAAAGGAGACGATGTCAGGCAAACA 

CTCCTTACCCTGCCATTTCTAGTTA 

TCACAATCAGTCTCAGATTCCCAGCA 

G CAGAGAGTGAATTG TATGTTGTA 

TAAAGACAATGCTATTTAAGTGCACA 

GTTCCAGGGGCGCTTGTGGCTCTA 

GAAGACCAAGTCTACGCCTGCAAGCT 
CTCAGACCGGGAACATCCACTCTA 
CTGAAGAG ACAGAAAG GGAGACACC 
AAAACTTTAATG GCAGTTATTCCTA 

GCCGCCCCCATGAAGCCCTTTCTTAC 
TGTAAGTG CTCAAGAACAAAGATA 

GCTAGCACGACTCTGCCTTGTTCCTT 
TGGAGACAATTGTTATCATCAATA 

ATTGGGAATATAGATCATCAACAGAC 
ACAGCCCTGGACGCATAAATTTGA 
ACTAACGTATTTCATCATGGAAGGTC 
CTGTGGTGATGGTTTTCCCTGGGA 
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4332 Table 3A Hs.132156 AI042377 



4333 Table 3A 



4334 Table 3A 



4337 Table 3A 



4353 Table 3A 

4354 Table 3A 

4355 Table 3A 

4356 Table 3A 

4357 Table 3A 

4358 Table 3A 

4359 Table 3A 

4360 Table 3A 

4381 Table 3A 



Hs.173125 AI052431 



Hs.122983 AI081246 



4335 db mining Hs.85923 AA194310 

4336 Table 3A Hs.1 18659 AI052447 



Hs.231154 AA761571 



4338 Table 3A Hs.57787 AWQ29440 

4339 Table 3A Hs.57787 AA588755 

4340 Table 3A NA AA974991 

4341 Table 3A Hs.127514 AI028267 

4342 Table 3A Hs.88130 AI1 84553 

4343 Table 3A Hs.158965 AI380220 

4344 Table 3A Hs.235823 AI379474 

4345 db mining Hs.229560 AI373169 

4346 Table 3A Hs.146627 AI141004 

4347 Table 3A NA AA431959 

4348 db mining Hs.56156 AA257976 

4349 Table 3A Hs.264298 AI380111 

4350 Table 3A Hs.40411 AI266255 

4351 Table 3A Hs.90753 AI223400 

4352 Table 3A Hs.192427 AI380016 



NA AA524720 

Hs.92909 AA187234 

Hs. 158877 AI378113 

Hs.314941 AI039890 

Hs.157813 AI361761 

Hs.205079 AA74240O 

Hs.87908 AI381586 

Hs.208854 AI766620 

Hs.157556 AI356405 



Table 8 

3281571 ox62c03Jc1cDNA ( 3 , end 

/done=lMAGE:1660900 /done_end=3' 

3308422 peptidylprolyl Isomerase F (cyclophiGn 
F) (PPIF), mRNA/cds=(B3,706) 

3418038 oy67b06.x1cDNA,3'end 

/done=lMAGE:1670867 /ctone_end=3' 

1784006 zq04g12.s1 cDNA,3'end 

/done=IMAGE:628774 /cIone_end=3' 

3308438 O207g04JClcONA,3 , end 

/done=IMAG&1674678 /done_end=3' 

2818898 oa30h07.s1 cONA, 3' end 

/done=IMAGE:1306525 /done_end=3' 

5888196 602381381F1 cDNA, 5' end 

/done=IMAGE:4498845 /done_end=5* 

2402486 602381381FlcDNA,5 , end 

/done=tMAGE:4498845 /done_end=5* 

3150783 Soares_NFL_T GBC_S1 cDNA done 

IMAG£i 560953 3' 
3245576 ow01d08.x1 cDNA, 3' end 

/clone=lMAGE:1 645547 /done.end^ 

3735191 qd60a05.x1 cDNA, 3' end 

/ctone=JMAG&1733840 /done_end=^• 

4190073 tf94a04jc1 cDNA, 3' end 

/done=IMAGE:2106894 /done_end=3' 

4189327 602631538F1 cDNA. 5* end 

/done=IMAGE:4776728 /done.endsS" 

4153035 qz13b11.x1 cDNA,3'end 

/ctone=lMAGE:2021373 /done_end=3' 

3648461 oy68f02Xl cDNA, 3' end 

/ck>ne=IMAGE:1671003 /done_end=3' 

21 15667 cONA done IMAGE:782188 3' 

1894471 601463367F1 cDNA, 5" end 

/ctone=lMAGE:3866512 /done_end=5' 



4189964 
3884413 
3805603 



tf93a11jd cDNA, 3' end 

/don e=IMAG E:2107292 /done_end=3' 

qx69f01jd cDNA, 3' end 
/done=lMAGE:2006617 /done_end=3' 

Tat-interacting protein (30kD) (T1P30); • 
mRNA/cds*(98,826) 
602296277F1 cDNA, 5' end 
/clone=IMAGE:4390770 /done end=5 1 



2265648 cDNA done IMAGE937468 3' 
1773460 
4187966 



NREBP mRNA, complete cds 
/cds=(49,7209) 
tc80c12.x1 cONA, 3' end 
/done=IMAGE:2072470 /clone end=3' 



3279084 602381 893F1 cDNA, 5* end 

/done=IMAGE:4499447 /done_end=5* 

4113382 qz19a07.x1 cDNA.3'end 

/done=IMAGE:202l940 /done_end=3' 

2784400 EST388750 CDNA 

41 94367 Snf2-related CBP activator protein 
(SRCAP), mRNA/cds=(210,9125) 

5233129 nab69e11.x1cDNA,3 , end 

/done=IMAGE3272949 /done_end=3' 

4108026 qz26g04JCl cONA, 3' end 

/done=IMAGE202B054/done end=3' 



AAGTAATAGCTCCCTGT7TGTGCCTT 
GTTAGGGCTAGGGATGTTTAAGGA 

AGCTCCTCCCCTTAGTGACCCCAAGT 
CTGTTTCCCTCAGCTGCATAAGGA 

CCCTCAAATCTC CCAATCTACTCCAG 
GGAAAAGACACTTCAAGTGAGAGA 

ACATGCAAACAGTGACTTACTTAGTG 
CTTCTGAAAAATTTCTGAGTCAGA 
AATG CC CATTGGTAAGTCAAC ATTGT 
TTTCCCTGAAAGTCCTGAGACAGA 

CCATGTTTGCTGCTGCTGTTGAGTTT 
CTGTGCTTTGGGAGTATAATAAGA 

TGTGTTTGGTTG GGTGTAATGAGGAA 
AATACCTGATAAAATGTCTG AAGA 

TGGATAAGTGAAGACAGTAATAACAT 
TGAAGCAGTGAACCAGTGGAAAGA 

AGCACAAAAATGTTGAAGTATTAGGC 
CCAAGCTCCATGTTTG GTTAGTCA 
CGTTTAACAATAATAAAGGTGACTGC 
TTCATCTAAGGAATCCGAGCCGCA 

GGGCATTCCACCGAAATTCTTGG GGA 
AATTTAGTAG CCTTCATTTTA GCA 

TCCATGTTCTGTGCAAGAAGGAGAGA 
CATTTTCAGTTGAGGTTCCCAGCA 

AGCTCAACACTGTGGTAGGAAAATAG 
CCACTAGAAAGAAAATAAAAAGCA 

GCATCTCCAGGGTTTAGCATCAGGAC 
AGAGGATTAAGTAAATTCTTTCCA 

GAG ACTACAG AG CCTTAG C C C CTTTA 
AAG CCCTTAAAGTTACTACTTCC A 

AGAGCAAGTCTCAGAAATAATGCTGT 
ATCTAC ACTGTCATGTATTTG C CA 
TGGTTCTCTGATTTGTAATGAGCACC 
TGGATATGTCAATTAAAATGCCCA 

GCAAGACTGTTCAGTATTATGTTAGC 
ATTGATATAAAAAGAAGC AGAC C A 

AATGTTCCCAAAGGCCAAATTTGTTG 
CCAGGTTTTATACGCAGGTCACCA 

TGCCTATTGTGATTATCGCTATCACTA 
CATCCCCTGACTAAGGGAAACCA 
ACAAAATTCACTGCAGGTCGGTGGAA 
TGATAGAATG CATTTTAAATCACA 

GGACGGTTGGCTGAATGGCAACAGT 

GATGGAATATTTATATTTAGCCACA 

ACATTGCACATTTAATAGCTGCACCA 

GACACTAAGAGTTCCTCTCACACA 

CGCTTGTCCTGTGAGTAGCTCGTCAC 

CTGAGGCCTTGTCGTGAATATTAA 

TGGAGCAAACCACAGTTTCATGCCCA 
TCGTCCTAGAATTAATTCCCCTAA 

GGGACAACACAGTGGATTTGAAATCT 
GAAGGGGCATTGGTGGTACTGGAA 

ACCTCCATATCTTCTCGTACTTGTTCC 
TGCTGGTCTCTTAGCTCTCC GAA 
CGAG GATG GTTTCCTGATAG CTTTCA 
AACACCTTTGCCATCTCTTCGCAA 
ACTCCTGACAGCTCATCCTGCAAAAT 
TAAAATCCAAAATTTAAGTCGCAA 

GCTGGATCTCTGCCT AAAGTCACGGT 
AGGATGAGAAGTAGAAACGAGCAA 
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4362 Table 3A Hs.1 82594 AA806222 



4363 Table 3A 

4364 Table 3A 

4365 Table 3A 

4366 Table 3A 

4367 Table 3A 



4373 db mining 

4374 db mining 

4375 db mining 

4376 db mining 

4377 db mining 

4378 Table 3A 

4379 Table 3A 

4380 Table 3A 

4381 Table 3A 

4382 Table 3A 



4385 db mining 

4386 Table 3A 

4387 Table 3A 

4388 db mining 

4389 db mining 

4390 Table 3A 



Hs.164168 AA806766 

Hs.291129 AA581115 

Hs.33757 AI1 14652 

Hs.121709 AA767883 

NA AI335004 



4368 Table 3A Hs.157815 AI361849 

4369 Table 3A Hs.98903 AA913840 

4370 Table 3A Hs.292276 AI1 84710 

4371 Table 3A Hs.143314 AI357640 

4372 Table 3A Hs.259084 AI144328 



Hs.327454 AI378123 

Hs.1 32775 AI028477 

Hs.283392 AI052781 

Hs.270564 A1361877 

Hs.1 10059 AA82600 

NA AI027844 

Hs. 229374 AI380491 

Hs.124344 H12462 

Hs.144119 AI090305 

Hs.333513 AI379735 



4383 Table 3A Hs.135339 AI051664 

4384 db mining Hs.2186 AA1 82528 



Hs.101370 AA287260 
HS.238514 AA613460 



NA 



AA655359 



Hs.98507 AB011115 
Hs.1 29268 AB037809 
Hs.296317 AB058692 



Table 8 

2874997 Wd43h1 1 Jfl cDNA, 3' end -1 
/done=IMAG&2330949 /done_end=3' 

2880855 0b58h11.s1 cDNA.yend -1 
/done=IMAGE:1 335621 /done_end=3' 

2358887 oel0d02.s1 cDNA -1 

/done=lMAGE:1 385475 
6359997 HA1247 cONA -1 

2824475 ai35b09.s1 cONA, 3' end -1 

/done= 1358969 /done_end=3* 
4071931 tt>21e09.x1cDNA,3 , end -1 

/done=lMAGE:2055016 /done_end=3* 

4113470 qz19h11.x1 cDNA,3'end -1 
/done=lMAGE:2022021 /done_end=3' 

3053232 602680377FlcDNA,5'end -1 
/done=lMAGE:4813147 /done_end=5' 

3735348 qd64a01 j(1 cDNA, 3' end -1 
/clone=IMAGE:1734216 /done_end=3' 

41092B1 qy15b06.x1 cDNA,3'end -1 
/done=lMAGE:2012051 /done_end=3* 

3666137 hg02g08.x1 cDNA, 3' end -1 
/done=lMAGE:2944474 /done_end=3* 

4187976 tc80e02jc1 cDNA, 3' end -1 
/done=IMAGE:2072474 /done_end=3' 

3245788 ti02c07.x1 cDNA, 3' end -1 
/done=MAGE2129292 /done__end=3* 

3308772 oy78h07jc1 cDNA, 3' end -1 
/done=IMAGE:1671997 /done_end=3' 

4113498 qz25d07j<1 cDNA, 3' end -1 
/done=IMAGE:2027917 /donejaid=3' 

2898912 601763318F1cDNA,5 , end -1 
/done=lMAGE:4026173 /cione_end=5' 

3246543 cDNA clone WAGE:1671612 3' -1 

4190344 602851 9 94F1 CDNA, 5' end -1 
/done=IMAGE4993678 /done_end=5' 

877282 MR1-GN0173-071100-009-g10cDNA -1 

3429364 oy81b0l.s1 cDNA, 3' end -1 
/done=IMAGE:1672201 /done_end=3 f 

41 89588 small inducible cytokine subfamily E, -1 
member 1 (endothelial monocyte- 
activating) (SCYE1), mRNA 
/cds=(49,987) 

3307198 oy77f06.x1cDNA,3 , end -1 
/done=lMAGE:1671875 /clone_end=3' 

1766227 Homo sapiens, eukaryotic translation 1 
elongation factor 1 gamma, clone 
MGC:4501 IMAGE:2964623, mRNA, 
complete cds /cds=(2278,323t) 

1932959 AL583391 cDNA 1 
/done=CS0DL012YA12-(3-prime) 

2464498 xy52e08jc1 cDNA, 3' end 1 
/ctone=lMAGE:2856806 /done_end=J 

2880102 nt88f05.s1 NCl_CGAP_Pr12cDNA 1 
done 1MAGE:1 205697 similar to 
SWATPBJiUMAN P00846 ATP 
SYNTHASE A CH 

3043609 mRNA for KIAA0543 protein, partial 1 
cds /cds=(0,3336) 

7243156 mRNA for K1AA1388 protein, partial 1 

cds /cds=(572,2371) 
1 401 7794 mRNA for K1AA1 789 protein, partial 1 
cds/cds=(3466,4899) 



PCT/US01/47856 



TCAGACCATAGGTGGGTGTTGTTTCT 
TTTAAGTGTGTGTACTGTGTCCAA 

TCATCTATGTA GCTTAATCTCATCGAC 
GTTTCG GTTCATTTCCTGCACAA 

TTC CTTTTCCGCTAATCAAGAGTCCA 
GG GAGGTGGG AACAGCCTCAACAA 
CCGGCAGCTGTGTTTAGCCCCTCCA 
GATG GAAGTTTCACTTGAATGTAAA 
ACAAAGGAATGAAGCTTTATGACAGG 
GCACGTGAAATGTTTATAGTGAAA 
ACTAAAGGTCACAACCCATTAACAAC 
CATGAAATTGGTGTTGGGAAGAAA 

TG CTCAGGAAACC AAAAAGGATGTCT 
GCATG GAG GACAAAAAGGCACAAA 

TGAGAACCGCGCACCCTACCCATCG 
GCCACGTGACCAGTCC 1 1 1 1 IAAAA 

GTCTTTGGGTCAGTGTCATCATTCTC 
TTCAAGTCTGGGGCTTGGGGAAAA 

CTCCACACAGGAGAATCTCGGCGATT 
TACACCCACAGG CTAC GCAGAAAA 

GCGCTGCTCCCAAAATCTATCTGCTG 
TTTAATAG 1 1 1 1 IACCTTTCAAAA 

GGGTTCAGGGGGTTTTCCCTTTGCCC 
GTTTGGCCCTGGGTTTAATAAAAA 

CCAACTCCTCACAGGGCAGGCTAGC 
GGGCACCAGGTCGCCGGGGAAGTG 
G 

CGGCTGAGAGCCCGGTAGGGCCCAG 

GGGCCAAGCGCAGGCAGAGGCCGC 

G 

CTTGGGGTCCAGGGCACAGCGGTGC 
CGGGGACACAGCAGTTCCGAGGGTC 

AGTATG GTAATTAGAAAGCATGTTAG 
AACATGTGGAAAAAGG6GGAAAAA 

CATCAGTCCTCATCAGCTGAAGTGGC 
TTCCCAAGGATTTAAATAAATAGT 
AGACATTGACTACAGGGTAATTTCTA 
TGATTATATTATTTAGAAGTATGA 

CCAGTGAACTGTTAGCAACAATGCAG 
AAGAATCTGCATGTAATAAACTGA 
ACTTAAATGCCTTTTAATTTTTGTCGA 
TGTAATAGT7TAATACCAG TAAA 

TTTTTAATTCTAG CTTCTTTTTAAAGA 
TTATTTG GGTACCTAATAAAGGA 



CAAAGCCTCCACAGGAGACCCCACC 
CAGCAGCCCAGCCCCTACCCAGGAG 

CGAGTGACATTGGCTGACATCACAGT 
TGTCTGAACCTGTTGTGGCTCTAT 



TGAATTG CTTCAAAACCTCTTCCATCT 
CAGAAGACCAGACCCTGGGAACT 
GCTGAAGTG GCAATAGAGAGAGTCT 
GCTAGAAAGACGGAAGTCACCATCT 

TCTACTGACTATCCTAGAAATCGCTG 
TCGCCTTAATCCAAGCCTACGTTT 



GTGTGTGCTTAGCCAAATACAGTAAC 

TGTGACTGGCCCAGGGATGTTCTC 

GTGAGTCCAATGTATGCTTTAGAAGT 

AAAGACATTGACCGTCACAGACCA 

CTCAAGAAAAGACAGAAGAGACAGTG 

ATTTGGGATGAGTCTACTCTAGGA 



467 



WO 02/057414 



PCT/US01/47856 



4391 


Table 3A 


Hs.195175 


AF005775 


4392 


db mining 


Hs.62187 


AF022913 


4393 


db mining 


Hs.248077 


AF044592 


4394 


db mining 


Hs.248078 


AF044595 


4395 


Table 3A 


Hs.25812 


AF05B696 


4396 


db mining 


Hs.300865 


AF063725 


4397 


db mining 


Hs.249208 


AF063764 


4398 


db mining 


'Hs.293441 


AF067420 


4399 


db mining 


Hs.293441 


AF067420 


4400 


db mining 


Hs.247721 


AF073705 


4401 


Table 3A 


Hs.22380 


AF086431 


4402 


db mining 


Hs.283882 


AF103295 


4403 


Table 3A 


Hs.167827 


AF116909 


4404 


db mining 


Hs.149235 


AF119843 


4405 


db mining 


HS.193053 


AF121255 


4406 


db mining 


Hs.247909 


AF127125 


4407 


db mining 


Hs. 204588 


AF150138 


4408 


db mining 


Hs.205158 


AF150141 


4409 


db mining 


HS.205438 


AF150373 


4410 


db mining 


Hs.283929 


AF161340 


4411 


db mining 


Hs.283931 


AF161351 


4412 db mining 


Hs.326257 


AF161360 


4413 


db mining 


Hs.283934 


AF161365 


4414 


db mining 


Hs.283935 


AF161370 


4415 db mining 


Hs.283924 


AF1 68811 


4416 


db mining 


Hs.177461 


AF174394 


4417 


Table 3A 


Hs.1 60422 


AF218032 


4418 


db mining 


Hs.169992 


AF308298 


4419 


db mining 


Hs.170580 


AI475577 


4420 


Table 3A 


Hs.145668 


AI793342 


4421 


Table 3A 


Hs.194382 


AI904071 


4422 


db mining 


Hs.333140 


AJ225092 


4423 


db mining 


Hs.272356 


AJ275371 



Table 8 

2286146 mRNA for CASH alpha protein 

/cds=(48l,1923) 
2558890 GP1 transamidase mRNA, complete 

cds/cds*(17,1204) 
2852420 lymphocyte-predominant Hodgkirfs 

disease case #4 immunoglobulin heavy 

chain gene, variable region 
2852426 lymphocyte-predominant Hodgkin's 

disease case #7 immunoglobulin heavy 

chain gene, variable region 
3098674 Nijmegen breakage syndrome 1 

(nibrin) (NBS1), mRNA /cds=(52,2316) 

3142513 clone BCSynl_38 immunoglobulin 

lambda light chain variable region 

mRNA, partial cds /cds=(0,1 1 6) 
3135618 clone LBLG9 immunoglobulin lambda 

light chain variable region gene, partial 

cds /cds=(0,289) 
3201 899 SNC73 protein (SNC73) mRNA. 

complete cds /cds=(395 l 1 549) 
3201899 SNC73 protein (SNC73) mRNA, 

complete cds /cds=(395,1549) 
3335589 clone mcg53-54 immunoglobulin 

lambda light chain variable region 4a 

mRNA, partial cds /cds=(0,324) 
3483776 AL557896cDNA 

/done=CS0DJ003YD10-(5-prime) 
48381 26 clone N97 immunoglobulin heavy chain 

variable region mRNA, partial cds 

/cds=(0,377) 
4768835 clone HH41 9 unknown mRNA 

/cds=(1 89,593) 
7770122 PRO1085 mRNA. complete cds 

/cds=(539 ( 1582) 
6468774 protein translation initiation factor 2C2 

(EIF2C2) mRNA, partial cds 

/cds=(0.1133) 
4337068 isolate 459 immunoglobulin lambda 

light chain variable region (IGL) gene, 

partial cds /cds={0,265) 
5133574 AF150138 cDNA /clone=CBCBOG02 

5133577 AF1 50141 cDNA/ctone=CBCBQD03 

5133809 AF150373cDNA/clone=CBMACE02 



6841093 HSPC077 mRNA, partial cds 

/cds=(0,396) 
6841 1 1 5 HSPC088 mRNA, partial cds 

/cds={0,305) 
6841133 602288541 T1 cDNA, 3' end 

/clone=IWlAGE:4374059 /done_end=3* 

6841143 HSPC102 mRNA, partial cds 

/cds=(0,285) 
6841153 HSPC107 mRNA, partial cds 

/cds=(0,473) 
5833844 clone case06Hl immunoglobulin heavy 

chain variable region gene, partial cds 

/cds=(0,322) 
5802908 apoptotic-reiated protein PCAR mRNA, 

partial cds /cds=(0,439) 
10441993 done PP902 unknown mRNA 

/cds={693,1706) 
1 2060846 serologically defined breast cancer 

antigen NY-BR-84 mRNA, partial cds 

/cds^O.721) 
4328622 tc92e07.y1 cDNA, 5' end 

/done=IMAGE2073636 /done_end=5* 

5341058 fmfc5cDNA/done=CR6-21 

6494458 ataxia telangiectasia (ATM) gene, 

complete cds /cds=(795.9985) 
3090425 mRNA for singie-chain antibody. 

complete cds (scFv2) /cds=(0,80B) 
7573002 partial 1GVH3 gene for immunoglobunn 

heavy chain V region, case 1, done 16 

/cds=(0,236) 



1 ACCCTATGCCCATTGTCCTGATCTGA 
AAATTCTTG GAAATTGTTCCATGT 

1 TTCACAGTCTTCTATTGTTGGACCAC 
TTACATTG TACCAAATGTTTTCCT 

1 ATTAAGCCCCCGTAGCCCATCCCGCA 
A GTTAGATACAG CTATG GTTAAG G 

1 TTATATTGTAGTGGTGGTATTTGCTTT 
CCGCCTGTTGGCTACTTCGACCC 

1 TTGTTCTCTGTCATGCCCACAATCCC 
TTTCTAAGGAAGACTGCCCTACTA 

1 ACTGAGGACGAGGCTGACTACTACT 
GTCAGTCTTATGATAGCACCTATCA 

1 AGATGGAGGATGAAGCTGACTACTAC 
TGTTACTCAACAGACAGCAGTGGT 

1 CATGTCAATGTGTCTGTTGTCATGGC 
GGAGGTGGACG GCACCTG CTACTG 

1 GTCAATGTGTCTGTTGTCATGGCGGA 
GGTG GACGGCACCTGCTACTGAGC 

1 TCCAACCTCC AGTTTG AGGATGAG G C 
TGATTATTACTGTGAGACCTGGGA 

1 G ACTACAACTG GCAATC CCAACTCCT 
GGGCTAGGGC 1 1 1 1 1 CTACCTTTT 

1 TATTTCTGTGCGAGAGTTCCCCCTAA 
ACATGGCGGAGGCTTCTTCTACAA 

1 TGGCTAGGAGACCTTGGGCAGTACC 
TACAGTCTTGCTGTTTCTGTTTCAT 

1 GTG AG CTGAAC AAATACATCATTTAA 
ATCTATGCTGCACTTTGAGTTGCT 

1 CCCGTGTGTTTACAGCATTTCCAGGT 
CCAGAGAGGTTGGCAGACAAGTGC 

1 AGCTGTGGGATATAAGTAGTGGTCAT 
TATGTCTTCGGAGGTGGCACCACT 

1 G CCCTTTGAGAAAGACTTTGTTCCTG 
AACTGCTCCCTTCTCTTTTAGGGT 

1 G GTCTG GTTCTAGATCAG C CTTTTCA 
GTCTGCCCTGGCCTGGTCATTAAT 

1 GAAAAACCTGGCT AGAGCAGAGCAC 
AGGATGTAAAAGGGTGGG GGAGAAC 

1 GGTTATCTGAGCATAACAGGGACAG 
GGTG GGCCACAGGATACCTCTGAGG 

1 ACAAG CAGGAGCACATCGCTCTTTTA 
TGAAAGCCCTTCAACATTTAACGT 

1 CAGGGACACCACTTATCCTGCTTCCA 
CTATAGCATGAATCAGTGCTCTCT 

1 CATCGCACACGAATTTGAATCATCTG 
CTCTTTGGAATCGCCTACACCCTG 

1 TGTATGTAGGTGTCTGAGCTTCACAA 
GCCTTTTATAGTCCATTCAGCACT 

1 CGACGACAACGGTGTATATTATTGTG 
CGAAAGATCGGGCAGATTTGACTT 

1 C G GTGAGACTC AGTGAAAGCCATCA 
GCAAAACTACAGTAATGCGGCACTA 

1 AAGTTAAACAAGACTCTGAAAGCCCT 
AAATCAACTAGTCCGTCGGCTGCA 

1 CTTGAGTGGTCCTCTTCTGC CTGCTG 
CTCATTTGTCTTG G G C AAC C ATTT 

1 CCCAGGAATATACAGTACTTCTGTAG 
TGTCCAGCCATTACTTAGCAAGGG 

1 TGCTCTGTCTGCTGGTTTGCATTGTT 

TCTGTCTGAGTTAAGAGACTGGCA 
1 TTCTTTTCTCCGTTAG CCACGCAGCT 

ACCTACTCCCGCTTCCGGTTCAAA 
1 AAAACTCATCTCAGAAGAGGATCTGA 

ATGGGGCCGCACATCACCATCATC 
1 GATGAACAGTCTGAGAGGCGAGGAC 

ACGGCCTTGTTTAACTGTGCGAGTC 
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4424 db mining 

4425 db mining 

4426 db mining 

4427 db mining 

4428 db mining 

4429 db mining 

4430 db mining 

4431 db mining 

4432 db mining 

4433 db mining 

4434 db mining 

4435 db mining 

4436 db mining 

4437 db mining 

4438 db mining 

4439 db mining 

4440 db mining 

4441 db mining 

4442 dbmining 

4443 db mining 

4444 Table 3A 

4445 db mining 

4446 Table 3A 



Hs.272357 AJ275374 

Hs.272358 AJ275383 

Hs.272359 AJ275397 

Hs.272360 AJ275399 

Hs.272361 AJ275401 

Hs.272362 AJ275405 

Hs.272364 AJ275413 

Hs.272365 AJ275453 

Hs.50102 AK002096 

Hs.270247 AK022039 

Hs.156110 AK024974 



Hs.156110 AK024974 

Hs.323884 AK025398 

Hs.1501 AK0254B8 

Hs.287697 AK026199 

Hs.287728 AK026793 

Hs.104698 AK026832 

Hs.24684 AK026917 

Hs.1 52925 AK027260 

Hs.301763 AL049935 

Hs.18368 AL080186 

Hs.326292 AL1 34898 



4447 Table 3A Hs.260024 AL136842 

4448 dbmining Hs.296356 AL137408 

4449 dbmining Hs.56265 AL1 37736 



7573008 
7573027 

7573056 
7573060 
7573064 
7573073 
7573089 

7573172 
7023770 
10433357 
10437403 



Hs.156110 AK024974 10437403 



Table 8 

>partiaJ IGVH3 gene for 
immunoglobulin heavy chain V region, 
partial IGVH3 gene for immunoglobulin 
heavy chain V region, case 1, 

partial IGVH1 gene for immunoglobulin 
heavy chain V region, 
partial IGVL2 gene for immunoglobulin 
lambda Tight chain V region 
partial IGVH3 gene for immunoglobulin 
heavy chain V region 
partial IGVL1 gene for immunoglobulin 
lambda tight chain V region 
partial IGVH3 DP29 gene for 
immunoglobulin heavy chain V region, 
case 1 , eel) Mo VU 1 1 6 /cds={0,257) 
partial IGVH4 gene for immunoglobulin 
heavy chain V region 
mRNA for rapa-2 (rapa gene) 
/Cds=(836,3742) 
cDNA FU11977 fis, done 
HEMBB1001254 /cds=UNKNOWN 
cDNA: FU21321 fis, clone COL02335, 
highly similar to HSA010442 mRNA for 
immunoglobulin kappa light chain 
/cds=UNKNOWN 

cDNA: FU21321 fis, clone COL02335, 
highly simOar to HSA010442 mRNA for 
immunoglobulin kappa light chain 
/cds=UNKNOWN 



10437403 cDNA:FU21321 fis, done COL02335, 
highly similar to HSA010442 mRNA for 
immunoglobulin kappa light chain 
7cds=UNKNOWN 

10437905 cDNA: FU21745 fis, done COLF5038 

/cds=UNKNOWN 
1 043801 9 heparan sulfate proteoglycan (HSPG) 

core protein, 3' end /cds=(0,1193) 
1 0438971 cDNA: FU22546 fis, done HSI00290 

/cds=UNKNOWN 

10439729 cDNA:FU23140 fis, clone LNG09065 

/cds=UNKNOWN 
10439779 mRNA for KIAA1324 protein, partial 

cds/cds=(0,1743) 
10439889 mRNA for KIAA1376 protein, partial 

cds/cds=(143,1456) 
1 0440394 mRNA for KIAA1 268 protein, partial 
cds/cds=(0.3071) 

4884177 mRNA; cDNA DKFZp5640l116 (from 
doneDKFZp56401116) 
/cds=UNKNOWN 

5262664 mRNA; cDNA DKFZp564B0769 (from 
done DKFZp564B0769); partial cds 
/cds=(0,900) 

6603085 DNA sequence from done RP5- 

1 167H4 on chromosome 20 Contains 
ESTs, STSs, GSSs and CpG islands. 
Contains a novel gene, the STK15 gene 
for serine/threonine kinase 15, the 
CSTF1 gene for deavage stimulation 
factor subunit 1 (50 kDa), a novel gene 
similar to NEDD9 for neural precursor 
cell expressed developmental^ down- 
regulated protein 9 (enhancer of 
fomentation 1, HEF1) (CRK- 
assoctated substrate-related protein, 
CAS-L) and a 60S ribosomal protein 
L39 (RPL39) pseudogene 
/cds=(44.622) 

6807668 mRNA; cDNA DKFZp434A0530 (from 
done DKFZp434A0530); complete cds 
/Cds=(968,1732) 

6807955 mRNA; cDNA DKFZp434M162 (from 
done DKFZp434M162) 
/cds=UNKNOWN 

680831 5 mRNA; cDNA DKFZp586P2321 (from 
done DKFZp586P2321) 
/cds=UNKNOWN 



PCT/US01/47856 



TACTACTTGCCAGGTC CAAGAACGGG 
GCGG GTCCTGTTATCATTATTACA 
GCTGTGTTTTTCTGTGGGTGAAATAA 
AGGTrrCGGAGCCCGTTTTAGATA 

CATTTCTGTGCGAGAGTG AAGAGG G 

GACCCTAGAGGATTTCGTTGTGGGA 

GGACTCCAGGCTGAGGACGAGGCTG 

ATTATTAGTGATG CTCATAAACAAG 

CTCTTATTGTGCGAGAGACCTCCCGG 

AACTGCCACTGAAGGTGGAGGCTA 

CTCCCTGACTATCTCGGGCCTCTAGC 

CTGAG GACGAG G CTGATTATTATT 

AAGAACTCACTGTATCTGCAAATGAA 

CAGCCTGAAAACCGAGGACACGGC 

CACGGCTGTGTTTAACTCTGCGACAT 

GCGGGGGACTATGGTTCGGGGGAA 

TCAGGGTGATTGAAGGACACATATTG 

AAGTACCTAGAATGCCAGAAAGTG 

AACAAAACTGTGATTTATATCAAATAA ' 

CAATGGCTTGGAGGGGGTATGGA 

TTTTCCACAGGGGACCTACCCCTATT 

GCGGTCCTCCAGCTCATCTTTCAC 



1 TTTTCCACAGGGGACCTACCCCTATT 
GCGGTCCTCCAGCTCATCTTTCAC 



TTTTCCACAGGGGACCTACCCCTATT 
GCGGTCCTCCAGCTCATCTTTCAC 



TGTGGCTGTACTTAACCTTCTCCAAC 

ATACATCCTGCATTACATGAATGG 

AAGCCTTTGAAGTGCCTCTGATTCTA 

TGTAACTTGTTG CAGACTGGTGTT 

GCATTGACCTGGAAGGAGAGAAGAT 

AGAGAGTGGAGGCTCTGAAGGAGAC 

CAGTACAGGGCTGGCAAGCAGTGAT 

CTCTCAGGTATATTTATCAATAATT 

CAAACCCTCCTTTCTGCTTGCCTCAA 

ACCTGCCAAATATACCCACACTTT 

GGTGCTGAATATGTCCTTGTAGGCTC 

TGTTTTAAGAAAACAATATGTGGG 

AGTGATTTGATTAACTCAGGGCAAGG 

CTGAATATCAGAGTGTATCGCACT 

GCTTCCACTGGAGGCTTGTATTGACC 

TTGTAACTATATGTTAATCTCGTG 

ATGCATGTTTACCAAAATGGCTGTTT 
ACAGTGCATTCAGTTCTGATATTT 

ACATGACAGGTGTAATTAGTCTGCTG 
AGCCAGCTTTACCCAATGAAGGGC 



AACAG CAACCAATAAC GGATTGTAAA 
GTGTAAAGG CACAG GTTACTCATG 

CCATGCCAAGGAATGGAATTTCCATC 
CTGAGCCAGTTCAGTTAGGTGTCA 

CTAGAGTTCATCTCTGAGCTGTAAGG 
GTGACCAGGGGGCAGGGGGACGAT 
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4452 db mining 
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4454 Table 3A 

4455 db mining 
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4473 db mining 

4474 db mining 

4475 db mining 

4476 db mining 
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4479 db mining 



Hs.66151 AL157438 

Hs.106875 AL355722 

Hs.283849 AL359560 

Hs.23964 AL360135 

Hs.10927 AL365373 

Hs.171118 AL583913 



Table 8 

701 851 3 mRNA; cDNA DKFZp434A1 1 5 (from 

done DKFZD434A115) 

/cds=UNKNOWN 
77991 10 EST from clone 35214, full insert 

/cds=UNKNOWN 
8655615 mRNA; cDNA DKFZp762F0616 (from 

done DKF2p762F0616) 

/Cds=UNKNOWN 
891 91 58 sin3-assodated polypeptide, 1 8kD 

(SAP18), mRNA /cds=(573, 1034) 
91 87358 HSZ78330 cDNA /done=2.49-(CEPH) 

13093778 DNA sequence from done RP11- 
165F24 on chromosome 9. Contains 
the 3* end of the gene for a novel 
protein (similar to Drosophila CG6630 
and CG11376, KIAA1058, ratTRG), an 
RPL12 (60S ribosoma) protein L12) 
pseudogene, ESTs, STSs, GSSs and a 
CpG island /cds=(0,4617) 



1 CAAGTAGACAC CAGAGTCACTGTTTG 
GTTGGTGGGTGATAGTGGGGTCAC 

1 TGTCACCCTTCCATGAC GCCTCCTCT 
GTGCATTTGAGTTCACTGTTrATG 

1 GGTAACATGAGCTATGGCAGTCGGTT 
GTGAAACCACAGGAAGTGTATGGG 

1 CAAATCGG GCACCACCTCCTTCAGG 
GCGCATGAGACCATATTAAATTCTA 

1 CAGAACTGCTTTCCTATGTTTACCCA 
GGGGACCTCCTTTCAGATGAACTG 

1 AGCAATAATATCTCTGTTTTCATTTCA 
GAACATTGTGCTGTCTGTCAGCA 



4456 


Table 3A 


Hs.11806 


AU124763 


10949479 


7-dehydrocholesterol reductase 
(DHCR7), mRNA/cds=(194,1621) 


1 


TTACAACTACATGATGGGCATCGAGT 
TTAAC C CTTGGATC G GGAAGTGGG 


4457 


db mining 


Hs.205435 


AV740518 


10858099 


AV7405l8cDNA,5 , end 
/done=CBDAGC01 /clone end=5' 


1 


AATGTTTGAGCTGACCAAGCTTCTGA 
GATTCTTAACAGAAAAAGCCATGT 


4458 


db mining 


Hs.204751 


AV741208 


10858789 


AF1 50335 cDNA /done=CBLAQF05 


1 


ACGTCAGCTTAAAACTGGAAAGAAGT 
CTTCTGGTGTATACTGAGATTTGA 


4459 


db mining 


Hs.204932 


AV743878 


10861459 


AV743B76 cDNA, 5 1 end 
/done=CBLAOC04 /done end=5' 


1 


GCCCAAAGGAGTAGCTCTCTGTTGTT 
ACTGTTGTGCTCTTCATGGATAAA 


4460 


db mining 


Hs.205159 


AV744351 


10861932 


AF1 50295 cDNA /done=CBLADB01 


1 


GCAAAAAG CCCAAGAGCCTGAATTTA 
GACCAATCTATCATCTTCCTCCTC 


4461 


db mining 


Hs.205789 


AV756240 


10914088 


Av756240cONA.5'end 
/done=BMFAUHl2fclone end=5' 


1 


TGGAGATGTGATAACAACTCCTTATC 
TCTTTGTTGGCTCATCTGAAGTGT 


4462 


db mining 


Hs.254948 


AW291284 


6697920 


UI-H-Bl2-ag>-b-10-0-Ul.s1 cDNA, 3' 
end /done=IMAGE2724714 
/done_end=3' 


1 


CTTGCAGTAAAATGTAGCCCTTCCTC 
CTGGTTGTGCAGGAGTGGCCCTCG 


4463 


db mining 


Hs.250605 


AW327360 


6797855 


dq02e11jdcDNA,5'end 
/done=IMAGE:2846685 fclone_end=5' 


1 


TTTCTTTAGCCCAAGAGTGGAGGCTA 
AGCTACTTACTTCCAAGCCTGGGT 



Hs.211194 AW362304 

Hs.342300 AW389509 

Hs.202402 AW390251 

•HS.192123 AW838827 

Hs.1 94589 AW945538 

Hs.83724 BC000957 

Hs.267690 BC001224 

Hs.76932 BC002332 



4472 Table 3A Hs.343272 BC002770 



Hs.81221 BC002792 

Hs.302063 BC002963 

Hs.302063 BC002963 

Hs.302063 BC002963 

Hs.334787 BC003063 

Hs.334573 BC006008 

Hs.300697 BC006402 



6866954 CM3-CT0275-031 1 99-031 -a08 CDNA 

6894168 xm47a06.x1 cONA,3'end 

/done=IMAGE:2687314 /done_end=3' 

6894910 CM4-ST0182-051099-021-b06cDNA 

7932801 CM1-LT0059-280100-10B-e02cDNA 

8123293 AV703056 cDNA, 5' end 

/clone=ADBCMB06 /clone_end=5' 
13111830 Homo sapiens, done (MAGE'3451448, 
mRNA, partial cds /cds=(0,901) 

12654762 mRNA for K1AA1 228 protein, partial 

cds/cds=(0,2176) 
1 2803062 Homo sapiens, Simitar to hypothetical 

protein FU20419, done MGC:15417 

IMAGB3942735. mRNA, complete cds 

/cds=(208,918) 
12803854 Homo sapiens, done IMAGE:3616574, 

mRNA, partial cds /cds=(0,640) 

12803890 Homo sapiens, done MGC:3963 

IWIAGE:3621362, mRNA, complete cds 

/cds=(40,402) 
1 280421 0 rearranged immunoglobulin mRNA for 

mu heavy chain enhancer and constant 

region /cds=UNKNOWN 
1 280421 0 rearranged immunoglobulin mRNA for 

mu heavy chain enhancer and constant 

region /cds=UNKNOWN 
12804210 rearranged immunoglobulin mRNAfor 

mu heavy chain enhancer and constant 

region /cds=UNKNOWN 
1 3937660 Homo sapiens, done MGC: 1 9556 

IMAGE4304831, mRNA, complete cds 

/Cds=(1505,l666) 
1393771 8 Homo sapiens, done 1MAGE:4285740, 

mRNA /cds=UN KNOWN 

13623574 mRNA for immunoglobulin lambda 
heavy chain /cas=(65,l498) 



1 AGGCAAAGGGAACTTGAAATTAGAAA 
ACCCCAGAAACAGTCACAATGGCT 

1 AGGGTCCCTTCCATAGTCCTCCTGCA 
TCATTTTCCTCCAACTTGAATAAA 

1 GCCAACCAGTTCAGAGTGTTCCCAAG 

GAATTGCCACCCTTACTCTTCAAA 
1 ATCCCAGTCTCAAATTTCTTCATTTGG 

AACTGATATGTAGGCCCTCATCG 
1 TCTCTCACTGTTATCATTTTTGCACAG 

GTGGTTTCAGCAGCTTGATGCCA 
1 ATTGTCATTTAGACTTTGAACAGCTCT 

GGGAAATAGAAGACTAGGGTTGT 

1 TTTCCTTGTTCCCTCCCATGCCTAGC 
TGGATTGCAGAGTTAAGTTTATGA 

1 GGATTCACCGTGGCCGACTCTTTTCC 
CTGCTTTGGTTTGTTTGAAATCTA 



CCCTCCACACCATCCTCCCCGATTTA 
AATATAGTCACTGCTACAAGTAAC 

TTCATCATTGCTTGCTTGCCTTCCTC 
CCTTCTGTCCGCTCTTACTCCCTC 

GCAAACTAACCGTGTCAACG G GGTG 
AGATGTTGCATCTTATAAAATTAGA 

GCAAACTAACCGTGTCAACGGGGTG 
AGATGTTGCATCTTATAAAATTAGA 

GCAAACTAACCGTGTCAACGGGGTG 
AGATGTTGCATCTTATAAAATTAGA 

AGTATCTGCTTTCCAGGCTGAAGTGA 
TTCATTCATTATTCTAGTCCTGCT 

AAG CTGTCTTCTTTGTTG GAC AATC A 
GCCAGAATGATAAG C AAAC CTG CA 

CTCTCGCGGTCGCACGAGGATGCTT 
GGCACGTACCCCCTGTACATACTTC 
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4480 


db mining 


Hs.300697 


BC006402 


4481 


db mining 


Hs.300697 


BC006402 


4482 


Table 3A 


Hs.155101 


BC007299 


4483 


db mining 


Hs.1 84776 


BC007583 


4484 


db mining 


Hs.250528 


BC007747 


4485 


Table 3A 


Hs.44155 


BC008629 


4486 


Table 3A 


Hs. 164280 


BC008737 


4487 


Table 3A 


Hs.336425 


BC009111 


4488* 


db mining 


Hs.287797 


BC009469 


4489 


literature 


Hs.287797 


BC009469 


4490 


■ db rnininQ 


Hs 293842 


BG506472 


4491 


db mining 


Hs.224344 


BG623174 


4492 


db miniriQ 


Hs.127128 


Bl 091 076 


4493 


db mining 


Hs.330212 


D20259 


4494 


db mining 


Hs.330467 


D20413 


4495 


db mining 


Hs.330223 


D20542 


4496 


db mining 


Hs. 330255 


D20847 


4497 


db mining 


Hs.141298 


D86979 


4498 


db mining 


Hs.303450 


H13491 


4499 


db mining 


Hs.138563 


H65914 


4500 


db mining 


HS.73858 


J05158 


4501 


db mining 


Hs.69771 


K01566 


4502 


literature 


Hs.278625 


K02403 


4503 


db mining 


Hs.132807 


L29376 


4504 


db mining 


Hs.274509 


M16768 


4505 


db mining 


Hs 247956 


M22005 


4506 


db mining 


Hs.247923 


M31949 


4507 


db mining 


Hs.247930 


M55420 


4508 


literature 


NA 


M73276 


4509 


Table 3A 


Hs.154385 


M82882 


4510 


Table 3A 


Hs.171699 


N31778 


4511 


db mining 


Hs.269035 


N39815 


4512 


db mining 


Hs.169401 


NMJJ00041 



Table 8 

1 3623574 mRNA for immunoglobulin lambda 

heavy chain /cds=(65,1498) 
1 3623574 mRNA for immunoglobulin lambda 

heavy chain /cds=(65,l498) 
1 3938338 mRNA for KIAA1 578 protein, partial 

cds/cds=(0,3608) 
140431 90 ribosomal protein L23a (RPL23A), 

mRNA/cds=(23,493) 
14043522 Homo sapiens, done 1MAG&4098694, 

mRNA, partial cds /cds-(0,2501) 

14250392 mRNA; cONA DKFZp586G15l7 (from 
clone DKFZp566G1517); partial cds 
/cds=(0,2755) 

1 4250566 Homo sapiens, Similar to solute carrier 
family 25 {mitochondrial carrier; adenine 
nucleotide translocator), member 5, 
clone MGC:3042 IMAGE:3342722, 
mRNA, complete cds /cds=(88,984) 

1 431 8625 Homo sapiens, clone MGC:1 7296 

IMAGE3460701, mRNA, complete cds 

/cds=(3250,3498) 
14495714 mRNA for RJ00043 protein, partial 

cds /cds=(0,4248) 
14495714 mRNA for FL J 00043 protein, partial 

cds/cds=(0,4248) 
13467989 601571679F1 CDNA, 5' end 

/clone=fMAGE:3838675 Idonejand=5' 

13674545 602648078F1 cDNA, 5" end 

/done=lMAGE:4769802 /done_end=5' 

14509406 ok13e12.s1cDNA,3'end 

/clone=lMAGE:1507726 /done_end=3' 

501 356 HUMGS01233 cDNA, 3' end 

/clone=pm1527 /donejendsy 
501 509 HUMGS01387 cDNA,""? end 

/done=pm1535 /ctone_end=3' 
501638 HUMGS01517 cDNA, 3' end 

/done=pm1 520 /done end=3* 
504667 HUMGS01828cDNA,3'end 

/done=mp1214 /done_end=3' 
6634000 mRNA for KIAA0226 protein, partial 

cds /cds=(0,3033) 
87831 1 yj1 5fD2.ii cDNA, 5* end 

/done=IMAGE:148827/done end=5' 
1024654 601819705F1 cDNA, 5* end 

/clone=MAGE4051657 /c!one_end=5' 

179935 carboxypeptidase N mRNA, 3' end 
/cds=(0,1610) 

187721 B-factor, properdin 

1 87768 complement component 4B (C4B), 

mRNA /cds=(51 ,5285) 
561 725 (done 3.8-1) MHC dass I mRNA 

fragment /cds=UNKNOWN 
339399 T-cell receptor aberrantly rearranged 

gamma-chain mRNA from cell line HPB- 

MLT/cds=UNKNOWN 
1 86300 in terieukin 2 gene, done pATtadL- 

2C/2TT, complete cds, done pATtadL- 

2C/2TT/cds=(0,404) 
1 85254 Ig rearranged mu-chain V-reglon gene, 

subgroup VH-ni, exon 1 and 2 
185346 IgE chain, last 2 exons 

177970 Human angiotensin l-converting 

enzyme (ACE) gene, 5 1 flank 
180551 ds-acting sequence /cds=UNKNOWN 

1152177 yx70d02.r1 cDNA,5'end 

/clone=IMAGE;267075/done end=5" 

1163360 yx93c06.r1 cDNA,5'end 

/clone=IMAGE:269290 /done_end=5* 

4557324 apolipoprotein E (APOE), mRNA 
/cds=(60,1013) 



1 CTCTCGCGGTCGCACGAGGATGCTT 

GGCACGTACCCCCTGTACATACTTC 
1 CTCTCGCGGTCGCACGAGGATGCTT 

GGCACGTACCCCCTGTACATACTTC 
1 CTCCTGTGGATTCACATCAAATACCA 

GTTCAGTTTTGTCATTGTTCTAGT 
1 GGCTCCTGATTACGATGCTTTGGATG 

TTGCCAACAAAATTGGGATCATCT 
1 AACGCCAGCATTTTGTTAGAGGAGTT 

AGACTTG GAAAAGTTAAG G GAAGA 

1 ATGGGGACTAAGGGATTAAGAGTGT 
GAACTAAAAGGTAACATTTTCCACT 

1 ACTGGCGAGTATGTTCTATGTTGGGC 
CTCCTGCTGCAAAACAATAAACAG 



1 GCTGATTAACTGTATTCCCCTTTCCC 
CTATGGCTGCTGGTGTAAATAAAC 

1 CCCAGGGTTTCATGTCTGAGGCCCTC 
AC C AAGTGTGAGTGACAGTATAAA 

1 CCCAGGGTTTCATGTCTGAGGCCCTC 
ACCAAGTGTGAGTGACAGTATAAA 

1 ACAAGAAATGGTTGAG GCGAATATTG 
GAAACACATGGGCTTAATGCTGAA 

1 ACACCTCTCTATTTTGAAGTCCCTAT 
GTGCCCTGTAATGTCTCGTTTTAA 

1 GGGAGAGCTCATGTCAGTGAATATAG 
ATCATTCTGTTGATACCCTTCTTT 

1 TTGAAACTTGTAACTGAGATGCTGTA 

G II 1 1 1 1 GCCATCTGTAGTGATGT 
. 1 AAAGGGTTTT ATCCACTGTCATTTCAA 

TTGGATAACATTTTGTCAAGTTT 
1 TCGGAAAGAAGAAGTGGGAGGATGT 

GAATTTTAGTTCTGAGTTTACCAAA 
1 GATCGGGAACTGGCTCCGTTGTGCT 

GAGGTCATCTTTGGTCATCAGCCTC 
1 TGGTGCTTGTGCAGCCTGGCAGTTCA 

TTGTCATCTTTAATAAACTAAGGA 
1 AGAAGTACAAGATTTCGTTCTTCCTT 

CCATTAAAGTACAATCTCCCTGGG 
1 TACAAGTGAAAG CTAAGATGAACACA 

TTTAAGTTAAATG G CAGC CTTGTT 

1 AAAAG GATGTGACAGAAG CAGAGAT 
G ACCAGAAAG C AC AG GGG CAGG GTT 

1 GGGTTTTCTATAAGGGGTTTCCTGCT 

GAACAGGGGCGTGGGATTGAATTA 
1 CCTGGGACCAGGGCATATTAAAGGC 

TTTTGGCAGCAAAGTGTCAGTGTTG 
1 TTTGTGGCTTG G GGCTGCCTACTATA 

AACTATTGGGGGTTCGTCCATTTT 
1 TTTACACGCCCTGAAGCAGTCTTCTT 

TGCTAGTTGAATTATGTGGTGTGT 

1 AATTCCTGAACCGTTGGATCACCTTC 
TGTCAGTCCATCATCTCCACCCTG 

1 CTTACGTTGGGACACCTAAATTCGCC 

GCGTCTGTAGAAGGCAGATTCGAG 
1 AAAACCGTGTCTGTCCCTTCAACAGA 

GTCATCGAGGAGGGGTGG CTGCTA 
1 AAACTGCCGGGTCCCCATCTTCAAAA 

GAGAGGAGGCCCTTTCTCCAGCTT 
1 CAAGAAAGCAACTTGAGCCTTGGGCT 

AATCTGGCTGAGTAGTCAGTTATA 
1 TGTGTTCTTTGAGTTCCCCCTTTACC 

C AAAAGTMT7TG G GGACCAAAGT 
1 GGGAAGGCAATCTGATGGGGAAGTT 

GGCAATTTCTGGTTTGGGTGATTTA 
1 CCAGCCGTCCTCCTGGGGTGGACCC 

TAGTTTAATAAAGATTCACCAAGTT 
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4513 


literature 


Hs.38069 


NMJJ00066 


4514 


literature 


HS.3l7oob 




4515 


db mining 


Hs.1472 


■kirn* nAA471 

NM_0001 73 


4516 


literature 


Hs.180532 


NM_000175 


4517 


db mining 


Hs.290070 


NMjworn 


4518 


literature 


Hs.227730 


NMJHJ0210 


4519 


db mining 


Hs.90598 


NM_000247 


4520 


db mining 


Hs.1817 


NM_000250 


4521 


db mining 


Hs.1817 


NM_000250 


4522 


db mining 


Hs.75093 


NMJ3003Q2 


4523 


db mining 


. Hs.10712 


NMJD00314 


4524 


Table 3A 


MS. 8384 8 


NM_000365 


4525 


Table 3A 


MS.78943 


NM_Jj 00386 


4526 


literature 


Hs.285401 


NM_000395 


4527 


db mining 


HS.283743 


via J nnAiin? 

NM_0004Q7 


4528 


db mining 


HS.20019 


NM.000410 


4529 


literature 


Hs.8986 


NM_000491 


4530 


db mining 


HS.278430 


NMJJ00500 


4531 


db mining 


Hs.502 


NM_0DD544 


4532 


literature ■ 


Hs.93210 


NM_000562 


4533 


db mining 


HS.68876 


NM — 000564 


4534 


literature 


Hs.241053 


NMJJ00573 


4535 


Table 3A 


HS.89679 


NM_000588 


4536 


literature 


Hs.78065 


NMJJ00587 


4537 


literature 


Hs.960 


NMJ100590 


4538 


literature 


Hs.1285 


NM_000606 


4539 


literature 


Hs.167988 


NM_000615 


4540 


Table 3A 


Hs.17483 


NMJK)0616 


4541 


db mining 


Hs.1 00007 


NMJJ00635 


4542 


db mining 


Hs.25954 


NMJJ00640 


4543 


db mining 


Hs.1721 


NMJW0641 



Table 8 

4557390 complement component 8, beta 

polypeptide (C8B), mRNA 

/cds=(27,1802) 
14719826 cONA: FU21026 fis, done CAE06812 

/cds=(27,677) 
4504070 glycoprotein lb (platelet), alpha 

polypeptide (GP1BA), mRNA 

/cds=(42.1922) 
4504086 Homo sapiens, clone IMAGE:4098234, 

mRNA, partial cds /cds=(0,904) 

4504164 gelsolin (amyloidosis, Finnish type) 

(GSN), mRNA fcds=(14,2362) 
1111111 integrin, alpha 6 (ITGA6), mRNA 

/cds=(146,3367) 
4557750 MHC class I porypeptide-related 

sequence A (MICA), mRNA 

/cds=(39,1190) 
4557758 myeloperoxidase (MPO), nuclear gene 

encoding mitochondrial protein, mRNA 

/cds=(177,2414) 
4557758 myeloperoxidase (MPO), nuclear gene 

encoding mitochondrial protein, mRNA 

/cds=(177,24l4) 
4557836 procollagen-lysine, 2-oxoglutarate 5- 

dioxygenase (lysine hydroxylase, Ehlers- 

Danlos syndrome type VI) (PLOD), 

mRNA/cds=(200,2383) 
4506248 phosphatase and tensin homotog 

(mutated in multiple advanced cancers 

1) (PTEN). mRNA /cds= (1034,2245) 

4507644 triosephosphate isomerase 1 (TPI1), 

mRNA/cds=(34,783) 
4557366 bleomycin hydrolase (BLMH), mRNA 

/cds=(78,1445) 
4559407 colony stimulating factor 2 receptor, 

beta, low-affinity (granulocyte- 

macrophage) (CSF2RB), mRNA 

/cds=(28,2721) 
9945387 glycoprotein lb beta mRNA, complete 

cds/cds=(636,1871) 
4504376 hemochromatosis (HFE), mRNA 

/cds=(221,1267) 
1 1 03866 1 complement component 1 , q 

subcomponent beta polypeptide 

(C1QB), mRNA/cds=(63,824) 
1 4550408 cytochrome P450, subfamily XXIA 

(steroid 21 -hydroxylase, congenital 

adrenal hyperplasia), polypeptide 2 

(CYP21A2), mRNA /cds=(1 18,1605) 
9961245 transporter^ ATP-binding cassette, 

sub-family B (MDR/TAP) (TAP2), 

transcript variant 1 , mRNA 

/cds=(96,2207) 
4557388 complement component 8, alpha 

polypeptide (C8A), mRNA 

/cds=(137,1891) 
10835130 interieukin 5 receptor, alpha (IL5RA), 

mRNA /cds=(249,1 511) 
10834973 AL572804CDNA 

/clone=CS0DI034YDl5-(3-prime) 
1 0835148 interieukin 2 (IL2), mRNA 

/cds=(47,517) 
4557386 complement component 7 (C7), mRNA 

/cds=(0,2531) 
10834979 interieukin 9 (IL9), mRNA 

/cds=(1 1.445) 
4557392 complement component 8, gamma 

polypeptide (C8G), mRNA 

/cds=(61,669) 
1 0834989 neural cell adhesion molecule 1 

(NCAM1), mRNA /cds=(201 ,2747) 
10835166 chromosome 12p1 3 sequence 

/cds=(194,1570) 
1 08351 84 regulatory factor X, 2 (Influences HLA 

class II expression) (RFX2), mRNA 

/cds=(1 59,2330) 
1 0834991 interieukin 1 3 receptor, alpha 2 

(IL13RA2), mRNA /cds=(93,1 235) 
10834993 interieukin 11 (IL11), mRNA 

/cds=(63,662) 
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CATGCAAGGGCAAAAGGCAGTGCCA 
TGCAAGCTGTTTAAAATAAAGATGT 

AGGGGTGGGAGGAAGCAAAAGACTC 
TGTACCT ATTTTGTATGTGTATAAT 
TCAGGATGTGAGCACTCGTTGTGTCT 
GGATGTTACAAATATGGGTGGTTT 

TGTTCACGTTGTTCACATCCCATGTA 
GAAAAACAAAGATGCCACGGAGGA 

AGCCCTGCAAAAATTCAGAGTCCTTG 

CAAAATTGTCTAAAATGTCAGTGT 

TGTCATCTCAAGTCAAGTCACTGGTC 

TGTTTGCATTTGATACATTTTTGT 

GAGTGACCACAGGGATGCCACACAG 

CTCG GATTTCAGCCTCTGATGTCAG 

GCCTGTTGCCCTTTCTGTACCATTTA 
TTTGCTCCCAATGTTTATGATAAT 

GCCTGTTGCCCTTTCTGTACCATTTA 
TTTGCTCCCAATGTTTATGATAAT 

TCCTGGATGCCTCTGAAGAGAGGGA 
CAGACCGTCAGAAACTGGAGAGTTT 



ACTTAACCATATAAATGTGGAGGCTA 
TCAACAAAGAATGGGCTTGAAACA 



GTGCCTCTGTGCTGTGTATGTGAACC 

ACCCATGTGAGGGAATAAACCTAG 

AAACAGACCTAATGCTCCTTGTTCCT 

AGAGTAGAGTGGAGGGAGGGTGGC 

G AGATAG CCTTGCTCCGG CCCCCTT 

GACCTTCAGCAAATCACTTCTCTCC 



CTGCTGCGTCTCCCTTCCAAACTCTG 
GTGCTGAATAAACCCTTCTGATCT 
C ACTTG GCTGCATAAATGTGGTACAA 
CCATTCTGTCTTGAAGGGCAG GTG 
C AGCCAATGGACACAGTAGG GCTTG 
GTGAATGCTGCTGAGTGAATGAGTA 

TGCAGAGGATTGAG GCTTAATTCTGA 
GCTGG CCCTTTCCAG CC AATAAAT 



TTGACCTTCCACTAGACCATGAGCAC 
CTGGGCGG AAAG CCATATATCTTA 



ACAAGCAGACACCTGAAACAATCAAC 
GCCCAATAAAACAAAGTAGGATGA 

TGAGGAAGAAAGCATTTTGCATCAGC 

CTGGAGTGAACCATGAACTTGGAT 

G GAATAAGGTGTTG CCTG GAATTTCT 

GGTTTGTAAGGTGGTCACTGTTCT 

TGAACAGATGGATTACCTTTTGTCAA 

AGCATCATCTCAACACTAACTTGA 

CCCAGAGTTTTCAGGGAGTACACAG 

GTAGATTAGTTTGAAGCATTGACCT 

TTCCAGAAAGAAAAGATGAGAGGGAT 

GAGAGGCAAGATATGAAGATGAAA 

GGCTGCCCCAGAGGACAGTGGGTGG 

AGTGGTACCTACTTATTAAATGTCT 

CCGAGCAAAGATCAAAATAAAAAGTG 

ACACAGCAGCTTCACCAGAGCATT 

TTTCCTTCAAGCCTAGCCCTTCTCTC 

ATTATTTCTCTCTGACCCTCTCCC 

GGGTCAGTGTTCAAGAAGGAAAGCA 

GTTGTTGAAGCTACAGAAGCCCAGG 

TGAAGACTTTCCATATCAAGAGACAT 
G GTATTGACTC AAC AGTTT CCAGT 
GGACTGTCATTCAGGGAGGCTAAGG 
AGAGAGGCTTGCTTGGGATATAGAA 
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Table 8 

4502024 aminoievulinate, delta-, synthase 1 
(ALAS1), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(76,1998) 

4502670 CD3E antigen, epsilon polypeptide 
(TiT3 complex) (CD3E), mRNA 
/cds=(54 l 677) 

4503076 .colony stimulating factor 2 (granulocyte- 
macrophage) (CSF2), mRNA 
/cds=(8,442) 

4503076 colony stimulating factor 2 (granutocyte- 

macrophage) (CSF2), mRNA 

/cds={8,442) 
4504600 interferon receptor ifnar2-1 (splice 

variant IFNAR2-1) mRNA, complete cds 

/cds=(326,1321) 
1 1 3861 40 prostaglandin-endoperoxkie synthase 1 

(prostaglandin G/H synthase and 

cyclooxygenase) (PTGS1), mRNA 

/cds=(5,1B04) 
1491 6502 ribosomal protein S24 (RPS24), 

transcript variant 1 , mRNA 

/cds=(37,429) 
14591 916 ribosomaJ protein S25 (RPS25), mRNA 

/cds=(63,440) 
4507344 tachykinin receptor 2 (TACR2), mRNA 

/cds=(0,1196) 
7669544 tachykinin receptor 1 (TACR1), 

transcript variant tong, mRNA 

/cds=(210,1433) 
7669S47 tachykinin receptor 3 (TACR3), mRNA 

/cds=(143,1540) 
4557252 a disintegrin and metaltoproteinase 

domain 8 (ADAM8), mRNA 

/cds=(9,2483) 
4502094 alanyt (membrane) aminopeptidase 

(aminopeplidase N, aminopeptidase M, 

microsomal aminopeptidase. CD13, 

p150)(ANPEP), mRNA 

/cds={120,3023) 
4502758 comeodesmosin (CDSN), mRNA 

/cds=(14,1603) 
4557452 chromodomain helicase DNA binding 

protein 4 (CHD4), mRNA 

/Cds=(89,5827) 
8051580 carboxypeptidaae D (CPD), mRNA 

/cds=(15,414B) 
4503010 carboxypeptidase N, polypeptide 1, 

50kD (CPN1), mRNA /cds=(21 3,1 589) 
4503256 death-associated protein 6 (DAXX). 

mRNA/cds=(147,2369) 
4503470 tRNA isopentenylpyrophosphate 

transferase (IPT), mRNA 

/cds=(60 t 1040) 
4503528 eukaryotic translation initiation factor 

4A, isoform 1 (EIF4A1), mRNA 

/cds=(16,1236) 
4503780 fbrmyl peptide receptor-like 1 (FPRL1), 

mRNA /cds=(772,1 827) 
4504098 G protein-coupled receptor 9 (GPR9), 

mRNA7cds=(68,1174) 
4504090 G protein-coupled receptor 30 

(GPR30), mRNA/cds=(691,1818) 
1 4670355 general transcription factor II, i (GTF2I), 

transcript variant 1, mRNA 

/cds=(370,3366) 
4504416 major histocompatibility complex, class 

Hike sequence (HLALS), mRNA 

/cds=(5,1030) 
4504626 mRNA for K1AA0466 protein, partial 

cds /ods=(40,3684) 
4504624 mRNA for KIAA0364 gene, complete 

cds /cds=(1 144,51 27) 
4504646 interleukin 1 3 receptor, alpha 1 

(IL13RA1), mRNA /cds=(43,1 326) 
61 38970 add phosphatase 5, tartrate resistant 

(ACP5), mRNA/cds=(89,1066) 
4502028 mRNA for MEMD protein /cds=(0, 1 748) 

5174774 intergenic region between apoE and 
apoCl genes /cds=UNKNOWN 



473 



1 TCACTTAACCCCAGG CCATTATCATA 
TCCAGATGGTCTTCAGAGTTGTCT 



1 CCACTGGATGGTCATTTGGCATCTCC 
GTATATGTGCTCTGGCTCCTCAGC 

1 CTGGGCCACACTGACCCTGATACAG 
GCATGGCAGAAGAATGGGAATATTT 

1 CTGGGCCACACTGACCCTGATACAG 
GCATGGCAGAAGAATGGGAATATTT 

1 TGATAGCATTGGTCTTGACAAGCACC 
ATAGTGACACTGAAATGGATTGGT 

1 CTGAGGATGTAGAGAGAACAGGTGG 
GCTGTATTCACGCCATTGGTTGGAA 



1 CTGGCAAAAAGCCGAAGGAGTAAAG 
GTGCTGCAATGATGTTAGCTGTGGC 

1 TGGTCCAAAGGCAAAGTTCGGGACA 
AGCTCAATAACTTAGTCTTGTTTGA 

1 CAACAGGTGTCACACTAAGGAGACTT 
TGTTCATGGCTG GGGACACAGCCC 

1 G CATGGAAATTC CCTTCATCTGGAAC 
CATCAGAAACACCCTCACACTGGG 

1 GGCAGCTATGGTCAAATTGAGAAAGG 
TAGTGTATAAATGTGACAAAGACA 

1 GCTATCTTGTCTGG 1 1 1 1 CTTGAGAC 
CTCAGATGTGTGTTCAG CAGGGCT 

1 CCGCCCTGTACCCTCTTTCACCTTTC 
CCTAAAGACCCTAAATCTGAG GAA 



1 CATATGGGAGAAGGCCAGTGCCCAG 
GCATAGGGTTAGCTCAGTTTCCCTC 

1 TTAATACCAGGAACCCAGCGGCTQTA 
GCCACTGAGCGGCTAAATGAAATA 

1 GTGGAG G6GTTTACCACCTTCCTAG 

GTCGTTCAACCAGGTTTTGTGAGGA 
1 GCAACCCTTCAGAAAGGCTTTGCTCC 

TG CTCTCAGATCAG ATCAAGCATT 
1 AACATTTGGAGGAAG GTGGGAAGCA 

GATGACTGAGGAAGGGATGGACTAA 
1 TGCCCAGAAAGCTCAGAAGGCTAAAT 

GAATATTATCCCTAATACCTGCCA 

1 AGAG GACTCTTCGAGACATTG AGAC C 
TTCTACAACACCTCCATTGAGGAA 

1 TGG G GTAAGTGGAGTTGGGAAATAC 

AAGAAGAGAAAGACCAGTGGGGATT 
1 AAACTAAAACTTCATCTTCCCCAAGT 

GCGGG GAGTACAAGG CATG GCGTA - 
1 AAAAC CTTC CCATAAAATGTAAGAAA 

AGCTGATGAGGCTGGTGACGTTCA 
1 TGACATGGTAGCAGAAATAGGCCCTT 

TTATGTGTTGCTTCTATTTTACCT 

1 GCCACAAAATGTTCTTTGTTCTTTGG 
CTCCAAAAAGACTGTCAGCTTTCA 

1 CTGAGG CTCTCCCTTTCTCTGTG ATT 

GGACAGTTGACAGCACCCAAACTC 
1 CCCTGTAACTCCTCACTGTACTGATT 

TACTGGCGCATGAAATTCTATTAA 
1 CTTGAGTAAAATAAATATTGTCTTTTT 

GTATGTCAAGCGGGCCGCCACCG 
1 GGGAGGGAGGGAGGGAAAGCTTCCT 

CCTAAATCAAGCATCTTTCTGTTAC 
1 TCACAGATGCATATAGACACACATAC 

ATAATGGTACTCCCAAACTGACAA 
1 GCTGAGGACTCCCGCCATGTGGCCC 

CAGGTGCCACCAATAAAAATCCTAC 
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Table 8 

14550403 B-factor, properdin (BF), mRNA 

/cds={129,2423) 
4502506 complement component 5 (C5), mRNA 

/cds=(1 2,5042) 
4502650 CD22 antigen (CD22), mRNA 

/Cds=(56.2599) 
4502654 CD33 antigen (gp87) (CD33), mRNA 

/cds=(12,1106) 
4502662 yf59e04.slcDNA.3 , end 

/done=lMAGE:26202 /done_end=3' 
4502672 CD47 antigen (Rh-related antigen, 

integrin-assodated signal transducer) 

(CD47), mRNA/cds={106,1077) 
4502678 cONA: FLJ22121 Ms, clone HEP18B76, 

highly similar to AF1 91298 vacuolar 

sorting protein 35 (VPS35) mRNA 

/cds=UNKNOWN 
4502690 CD97 antigen (CD97), mRNA 

/cds=(70,2298) 
4503140 cathepsinC(CTSC),mRNA 

/cds=s(33,1424) 
4502792 cardnoembTyonic antigen-related cell 

adhesion molecule 3 (CEACAM3), 

mRNA/cds=(54,692) 
4503544 eukaryotic translation initiation factor 

5A (EIF5A), mRNA /cds=(43,507) 
4503548 elastase 2, neutrophil (ELA2), mRNA 

/cds=(38.B41) 
4503548 elastase 2, neutrophil (ELA2), mRNA 

/cds=(38.841) 
4503672 Fc fragment of IgA, receptor for 

(FCAR), mRNA/cds=:(39,902) 
4503674 Fc fragment of IgE, high affinity I, 

receptor for; alpha polypeptide 

(FCER1A), mRNA/cds=(106,879) 
4503718 fragile histidine triad gene (FH IT), 

mRNA/cds=(362,805) 
8051 602 glycophorin A (includes MN blood 

group) (GYPA), mRNA/cds=(55,507) 
4504400 major histocompatibility complex, class 

II, DN alpha (HLA-DNA), mRNA 

/cds=(76,828) 
4504400 .major histocompatibility complex, class 

ll, DN alpha (HIA-DNA), mRNA 

/cds=(76,828) 
4504402 major histocompatibility complex, class 

II. DO beta (H LA-DOB), mRNA 

/cds=(56,877) 
4504410 major histocompatibility complex, class 

II, DR beta 3 (HLA-DRB3), mRNA 

fcds=(35,835) 
4504414 HLA-G histocompatibility antigen, class 

I, G (HLA-G), mRNA/cdS=(5,1021) 

4504622 immunoglobulin mu binding protein 2 . 

(IGHMBP2), mRNA /cds=(49,3030) 
4504660 interleukin 1 receptor accessory protein 

(1L1RAP), mRNA /cds=(206,1918) 

1 3324709 interleukin 3 receptor, alpha (low 

affinity) (IL3RA), mRNA 

/cds=(146,1282) 
4504648 interleukin 1 5 receptor, alpha (IL1 5RA), 

mRNA /cds=(82,685) 
4504750 integrin, alpha 5 (fibronectin receptor, ■ 

alpha polypeptide) (TTGA5), mRNA 

/cds=(23,3172) 
4504772 integrin, beta 5 (ITGB5), mRNA 

/cds=(29,2419) 
771 01 22 v-jun avian sarcoma virus 1 7 oncogene 

homolog (JUN), mRNA /cds=(974.1 969) 

4504878 killer cell lectin-fike receptor subfamily 
B, member 1 (KLRB1), mRNA 
teds=(60,737) 

6031 1 83 mannosyl (alpha-1 ,6->g|ycoprotein 
beta-1,2-N- 

acetylglucosaminyltransferase 
(MGAT2). mRNA /cds=(489 l 1832) 
45051 88 monokine induced by gamma 

interferon (MIG), mRNA/cds=(39,416) 



C AAGATGAG GATTTG GGTTTTCTATA 

AGGGGTTTCGTGCTGGACAGGGGC 

AAACATG G C CTTTG CTTGAAAGAAAA 

TACCAAG GAACAGGAAACTGATCA 

GTTTGAGATGGACACACTGGTGTGGA 

TTAACCTGCCAGGGAGACAGAGCT 

GSACCAAAGGCTGATTCTTGGAGATT 

TAACTCCCCACAGGCAATGGGTTT 

AATATTTGTTTAATCCCCAGTTCGCCT 

GGAGCCCTCCGCCTTCACATTCC 

AAAGTAACTGGTTGTCACCTATGAGA 

CCCTTACGTGATTGTTAGTTAAGT 

CTCAGCCTCCTCATCTGGGGGAGTG 
GAATAGTATCCTCCAGGTTrTTCAA 



GGCAGGAGGTTCTCACTGTTGTGAA 

GGTTGTAGACGTTGTGTAATGTGTT 

AAGTGG GAATTTTCTG GAAGATG GTC 

AGCTATGAAGTAATAGAGTTTGCT 

GCCTGTGGCCGACCTGGGGTCACTT 

GGAAAGGATCTGAATAAAGGGGACC 

AAATAACTG GCTC C CAGG GTG GCGG 

TGGTGGCAGCAGTGATCCTCTGAAC 

TGCCCACACCCACACTCTCCAGCATC 

TGGCACAATAAACATTCTCTGTTT 

TGCCCACACCCACACTCTCCAGCATC 

TGGCACAATAAACATTCTCTGTTT 

GC ACCC AC CTTTCTGC ACATAAGTTA 

TGGTTTTCCATCTTATCTGTCTTC 

AATTGTCAAACACAG CTTGCAATATA 

CATAGAAACGTCTGTGCTCAAGGA 

TCCAGAAACATGACAAGGAGGACTTT 

CCTGCCTCTTGGAGATCAGAGGAG 

TCATAGTTAAATTTGGTATTCGTGGG 

GGAAGAAATGACCATTTCCCTTGT 

ACACACATTCTTGCTCTACCCAAAGC 

TCTGG CTGGCAG CACTAAATGCTT 

ACACACATTCTTGCTCTACCCAAAGC 
TCTGGCTGGCAGCACTAAATGCTT 

GCAGTCTCCACAGTCTTCAGAAGACA 
AATGCTCAGGTAGTCACTGTTTCC 

GCCTCCCGTGCATCTGTACTCACCCT 
GTAC GAC AAACAC ATTAC ATTATT 

TTTCCTGTTCCAGAAAAGGGGCTGGG 
ATGTCTCCGTCTCTGTCTCAAATT 

CGGCCTTCTCCGGTGTCCTGTACCAA 
CTCTTCTATTTAAGAGAACCTCAG 
GGGACGTTCCATGCCCAGGTTAACAA 
AGAACTGTGATATATAGAGTGTCT 

ATGGGAGATGCCTGTGTAATTTCGTC 
CGAAGCTGCCAGGAAGAAGAACAG 

CCTCTCCATTGAAGGATTCAGGAAGA 
AGAAAACTCAACTCAGTGCCATTT 
CCTCACCTTGGCACCAGACACCCAG 
GACTTATTTAAACTCTGTTGCAAGT 

TGCAAATGTGAGTTTCCTCTCCTGTC 
CGTGTTTGTTTAGTACTTTTATAA 
AG C AG GAATTGGTG G CAGATTTTACA 
AAAGATGTATCCTTCCAATTTGGA 

TGGATCTGCCAAAAAGAACTAACACC 
TGTGAGAAATAAAGTGTATCCTGA 

TTCCTGTACTATTGTGTTTTGAGTGTG 
TTTTGGAACCTTCATAGAACACA 



TGACCCACTTACCTTGCATCTCACAG 
GTAGACAGTATATAACTAACAACC 
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Table 8 

1 1 342663 myxovirus (influenza) resistance 2. 

homolog of murine (MX2), mRNA 

/cds=(1 04,2251) 
1 1 342671 myosin, heavy polypeptide 3, skeletal 

muscle, embryonic (MYH3), mRNA 

/cds=(84 t 5906) 
4505300 myosin, heavy polypeptide 8, skeletal 

muscle, perinatal (MYH8), mRNA 

/cds=<73,5B86) 
4505408 non-metastatic cells 2, protein 

(NM23B) expressed in (NME2), nuclear 

gene encoding mitochondrial protein, 

mRNA/cds=(72,530) 
458571 1 neurotrophic tyrosine kinase, receptor, 

type 1 (NTRK1), mRNA /cds=(0,2390) 

4505624 pre-B-cell leukemia transcription factor 

2 (PBX2), mRNA/cds=(0,1292) 
4505654 programmed cell death 2 (PDCD2), 

mRNA /cds=(29,1 063) 
4505752 phosphoglycerate mutase 1 (brain) 

(PGAM1), mRNA /cds=(3 1,795) 
1 1 342673 polymeric Immunoglobulin receptor 

(P1GR), mRNA /cds=(1 56,2450) 

4505894 pleiotropic regulator 1 (PRL1 1 

Arabidopsis homolog) (PLRG1), mRNA 
/cds=(0,1544) 
14702172 polymerase (RNA) II (DNA directed) - 
polypeptide C (33kD) (POLR2C), 
transcript variant gamma, mRNA 
/cds=(57,884) 
4506068 protein kinase C, beta 1 (PRKCB1), 

mRNA/cds=(138,2151) 
4506098 mitogen-activated protein kinase 
kinase 3 (MAP2K3), mRNA 
/cds=(337,1293) 
mitogen-activated protein kinase 
kinase 6 (MAP2K6), transcript variant 1 , 
mRNA/cds=K340,1344) 
protease, serine, 2 (trypsin 2) (PRSS2), 
mRNA/cds=(6 f 749) 
proteinase 3 (serine proteinase, 
neutrophil, Wegener granulomatosis 
autoantigen) (PRTN3), mRNA 
/cds=(48,818) 

prosaposin (variant Gaucher disease 
and variant metachromatic 
leukodystrophy) (PSAP), mRNA 
/cds=(38,16l2) 
4506276 prothymosin, alpha (gene sequence 
28) (PTMA), mRNA /cds=(1 55,487) 
4506424 retinoic acid receptor responder 

(tazarotene induced) 1 (RARRES1), 
• mRNA/cds=(36,722) 
14670267 RD RNA-oindlng protein (RDBP), 

mRNA/cds=(108,1250) 
4506486 replication factor C (activator 1) 2 

(40kD) (RFC2), mRNA/cds=(207,1271) 



4508492 regulatory factor X, 1 (influences HLA 

class II expression) (RFX1), mRNA 

/cdss(93,3032) 
4506494 regulatory factor X, 3 (influences HLA 

class II expression) (RFX3), mRNA 

/cds=(8,2131) 
1 501 1 897 transcription factor NYD-sp10 mRNA, 

complete cds /cds»(1 09,2034) 
4506550 ribonuclease, RNase A family, 3 

(eosinophil cationic protein) (RNASE3), 

mRNA /cds=(63,545) 
4506602 60S ribosomal protein L1 5 (EC45) 

mRNA, complete cds /cds=(34,648) 
4506602 60S ribosomal protein L1 5 (EC45) 

mRNA, complete cds /cds={34,648) 
4506790 special AT-rich sequence binding 

protein 1 (binds to nuclear 

matrix/scaffold-associating ONA's) 

(SATB1), mRNA/cds=(214,2505) 
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TTTCC CTGATTATGATGAG CTTCC ATT 
GTTCTGTTAAGTCTTGAAGAGGA 

CACGAGAGTGAAGAGTGAGCCAGCC 
CTTCTGGAGCAGGAGCAGGACAGAA 

AAGAAAGGCACAAAATGTGCTATTTT 
TG GTCA CTTG CTTTATGACGTTTA 

GTC CCTG GACACAGCTCTTCATTCCA 
TTGACTTAGAGGCAACAGGATTGA 



GTACCAGCTCTCCAACAC GGAGGCA 
ATCGACTGCATCACGCAGGGACGTG 

GGGGGCTAGTTCTCTCCTCACTTGTA 
AACTTGTGTAGTTTCACAGAAAAA 
ACAGAAGAATTTGTGTGGAAGCAGGA 
TGTAACAGATAC ACCGTAAAG G CA 
CCCTGCCACATGGGTCCAGTGTTCAT 
CTGAGCATAACTGTACT AAATCCT 
CTTGAAGGAAGAGG GACCAGGGTGG 
GAGAGCTGATTGCAGAAAGGAGAGA 

AAAC CATTAAAGTATAC AGAGAG GAT 
GACACAGCCACAGAAGAAACTCAT 

AACATGCACAAAGC AGTTAATTAG GC 
AGCCTGGAGAAAACCAGAGATCCA 



ACTTCCAGAAACTCATCAAATGAACA 
GACAATGTCAAAACTACTGTGTCT 
GCTTTATGGGTTTGGCTTGTTTTTCTT 
GCATGGTTTGGAGCTGATCGCTT 

TTCTTTCTTGG C CTC AAGTTCAATATG 
GAGAGGATTGCTTCCCTGAATCC 

AACTATGTGG ACTG G ATTAAGGACAC 
CATAG CTGCCAACAGCTAAAGCCC 
CCTGACTTCTTCACGCGGGTAGCCCT 
CTACGTGGACTGGATCCGTTCTAC 



AGCCAGCAGGACATGAAGTTGCTATT 
AAATGGACTTC GTGATTTTTGTTT 



TTTGGCCTGTTTTGATGTATGTGTGA 
AACAATGTTGTCCAACAATAAACA 
AACTTGTGCCACAAGAGTTACAATCA 
AAGTG GTCTCCTTAGACTGAATTC 

AAAGCCTTTAAAAACGGCTGTCAGGT 
TTGATCTCAGTGTAACAACATGGC 
GAAAATGCGCCTTAGGCTGAGCCAA 
CATGACTGTCCCCCAAACTCCAGTG 

CCAGCTTCGGTTCCTTCCACCTCATC 
CGGCTGCTCTACGACGAGTACATG 

AAG ATTG GTG CTCCTGATAAAG C AAA 
GGGCTAGGAATACAATGGAAAGGA 

TCATTGGTACACATTCTGTATGCTGC 
TGTTTTGAAGTTGGCAAATTAAGC 
TATCAGCAACTGTCCTCATCAGTCTC 
CATACCCCTTCAGCTTTCCTGAGC 

GCAGCTTGGAGAAGGCGCAATACTC 
C AGCTCCACCGTTAC CGCTAATATA 
GCAGCTTGGAGAAGGCGCAATACTC 
CAGCTCCACCGTTACCGCTAATATA 
CGG AG CCTCAAACAAGCATTATACCT 
TCTGTGATTATGATTTCCTCTCCT 
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4635 Table 3A Hs.89714 NMJJ02994 4506848 

4636 db mining Hs.82109 NMJ102997 4506858 

4637 db mining Hs.301698 NMJJ03033 4506950 

4638 db mining Hs.78403 NM_0030B3 4507102 

4639 literature Hs.80738 NMJJ03123 4507180 

4640 db mining Hs.81884 NMJJ03167 4507306 

4641 literature Hs.7510 NMJJ03188 4507360 



4642 db mining 

4643 Table 3A 

4644 Table 3A 

4645 Table 3A 

4646 Table 3A 



4648 db mining 

4649 db mining 

4650 Table 3A 

4651 Table 3A 



4654 db mining 

4655 db mining 

4656 db mining 

4657 db mining 

4658 Table 3A 



Hs.250641 NMJJ03290 

Hs.178551 NM_003316 

Hs.4248 NMJJ03371 

Hs.89414 NM003467 

Hs.100293 NM.003605 



4507650 
10835036 
4507870 
4503174 



Table 8 

small inducible cytokine subfamily B 
(Cys-X-Cys), member 5 (epHhefial- 
denved neutrophii-activating peptide 78) 
(SCYB5), mRNA /cds=(1 06,450) 
syndecan 1 (SDC1), mRNA 
/cds=(205,1137) 
BAC 180i23 chromosome 8 map 
8q24.3 beta-gaJactoside a!pha-2> 
sialyltransferase (SIAT4A) gene, 
complete sequence 
/Cds=(12296,13318) 
small nuclear RNA activating complex, 
polypeptide 2, 45kD (SNAPC2), mRNA 
/cds=(24,1028) 
gene for siabphorin (CD43) 
/cds=(159,1361) 

sulfotransferase family, cytosolic, 2A, 
dehydroepiandrosterone (DHEA) - 
preferring, member 1 (SULT2A1), 
mRNA/cds=(52,909) 
DNA sequence from clone RP1- 
154G14 on chromosome 6q1 5-16.3. 
Contains the 3' end of the MAP3K7 
gene formitogen-actfvated protein 
kinase kinase kinase 7 (TGF-beta 
activated kinase 1, TAK1), ESTs, STSs 
and GSSs/cds={0,1700) 
tropomyosin 4 (TPM4), mRNA 
/cds={50,798) 

ribosoma) protein L8 (RPL8), mRNA 
/cds=(43,816) 

vav 2 oncogene (VAV2), mRNA 
/cds=(5,2641) 

chemokine (C-X-C motif), receptor 4 
(fusin) (CXCR4), mRNA /cds=(88,1146) 



4647 db mining Hs.24640 NM 003612 



Hs.131814 NM_003747 

Hs.321231 NMJJ03779 

Hs.151461 NM_003797. 

Hs.103755 NM 003821 



6006036 O-Hnked N-acetylglucosamine 
(GlcNAc) transferase (UDP-N- 
acetylglucosamine.potypeptide-N- 
acetylglucosaminyl transferase) (OGT), 
mRNA/cds={2039,4801) 

4504236 sema domain, immunoglobulin domain 
()g), and GPI membrane anchor, 
(semaphorin) 7A (SEMA7A), mRNA 
/cds=(17,2017) 

4507612 TRF1-interactingankyrin-relatedADP- 
ribose polymerase mRNA, partial cds 
/cds=(0,3284) 
13929468 UDP-Gal:betaGteNAc beta 1,4- 

galactosyltransferase, polypeptide 3 
(B4GALT3), mRNA /cds=(262,1443) 
14523051 embryonic ectoderm development 
(EED), mRNA/cds=<34,1317) 

4506536 receptor-interacting serine-threonine 
kinase 2 (RIPK2), mRNA /cds=(0, 1 622) 



4652 db mining Hs.1 84376 NMJJ03825 4507096 



4653' dbmining Hs.158315 NMJ303853 4504656 



Hs.102865 NM_003854 

Hs.159301 NM_003855 

Hs.35947 NMJ>03925 

Hs.287832 NM.003953 

Hs.108371 NM_003973 



4504662 
4504654 
4505120 
4506356 
4506600 



Homo sapiens, synaptosomal- 
associated protein, 23kD, clone 
MGC:5155 IMAGE:34B1227, mRNA, 
complete cds /cds=(73,708) 
interteukin 18 receptor accessory 
protein (IL18RAP), mRNA 
fcds=(483,2282) 

interteukin 1 receptor-like 2 (IL1RL2), 
mRNA /cds=(1 34,1 822) 

interteukin 18 receptor 1 (IL18R1), 
mRNA/cds=(24,1649) 

methyl-CpG binding domain protein 4 
(MBD4), mRNA/cds=(176,19l8) 

myelin protein zero-iike 1 (MPZL1), 
mRNA/cds=(l32,941) 

E2F transcription factor 4, p1 D7/p1 30- 
binding (E2F4), mRNA /cris^^l 303) 



4659 Tabfe3A Hs.155101 NMJHM046 

4660 Table 3A Hs.238990 NM_004064 



4757809 mRNA for KIAA1 578 protein, parHaJ 

cds /cds=(0,3608) 
4757961 Homo sapiens, Similar to cycltn- 

dependent kinase inhibitor 1B (p27, 

Kip1), clone MGC:5304 

IMAGE3458141, mRNA, complete cds 

/Cds=(377,973) 
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ATGTTTCTTGGG GAATATGTTAGAGA 
ATTCCCTTACTCTTGATTGTGGGA 



AGAGTGATAGTCTTTTGCTTTTGGCA 
AAACTCTAC7TAATCCAATGGGTT 
GCCTCTTGCTTG G CGTG ATAACCCTG 
TCATCTTCCCAAAGCTCATTTATG 



TTCAACTGACCAGTCGTGGTTACTCC 
CTGCTGCCAGGTCCTTCCCCTTCC 

GGCTG GCACCTCTCAACGTCTGTGG 
ACTGAATGAATAAACCCTCCTCATC 
TGGGAATAACGTC CAAAACACTCTGG 
ATCTTATATGGAGAATGACATTGA 



AGTACTGAACTCAGTTCCATCCGTAA 
AATATGTAAAGGTAAGTGGCAGCT 



GCCCAAC7TCATTTCCATACTTCAGG 
GAACAG CAAATTGAG GATTTACTT 
CCGTTGAATGAGTGTGTTTTGTACAT . 
AACTTCAGATACTTGTGAACATGC 
TTTCTTGGGAGAGTCACTCCAGCCCT 
GAAGTCTGTCTCTAG CTCCTCTGT 
TCAGGAGTGGGTTGATTTCAGCACCT 
ACAGTGTACAGTCTTGTATTAAGT 

TTAGGAGTGATTACTAATTATCAAGG 
GCACAGTTGTGGTACTGTCATTGA 



C G GACGGAAG GACGGAAAAAG CTCT 
ATTTTTATGTTAGGCTTATTTCATG 



AGTCCCTGACAGCCTAGAAATAAGCT 
GTTTGTCTTCTATAAAGCATTGCT 

GCATTTTCTGCCTATGCTGGAATAGC- 
TCCCTCTTCTGGTCCTGGCTCAGG 

AGTAAG G GCACGTAGAGCATTTAG AG 
TTGTCTTTCAGCATTCAATCAGGC 
TGGGTCTTCAGCCTTACCCGGAAATA 
CTTGTGGTTTCTAGATCACCATCT 

AC AAGG CTGACACCAACAGAGATCGT 
ATTGATATTGCCAATGCCAGAGCA 



AGCTACTTCTGCCTTATGGCTAGGGA 
ACTGTCATGTCTACCATGTATTGT 

TGACTTGTTTTGCTCCATGTCTCCTC 

ATTCCTACACCTATTTTCTGCTGC 

CTGTGAAACCGTCAGTTCGGAAGGCT 

GGTTAGAACATGTGGGAGCAACAT 

GCCTAGTGTGTGTGCTTTCTTAATGT 

GTGTGCCAATGGTGGATCTTTGCT 

ACCAAACTGGACTCTCGTGCAGAAAA 

TGTAGCCCATTACCACATGTAGCC 

GCACCTGCTCCAAAGGCATCTGGCA 

AGAAAGCATAAGTGGCAATCATAAA 

CTCCTGTGGATTCACATCAAATACCA 
GTTCAGTTTTGTCATTGTT CTAGT 
GCCAACAGAACAGAAGAAAATGTTTC 
AGACGGTTCCCCAAATGCCGGTTC 
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4661 Table 3A 



Hs.239760 NM_004077 4758075 



46B2 db mining Hs.272537 NM_00403B 47581 85 

4663 db mining Hs.75450 NM_004089 4758197 

4664 db mining Hs.32981 NM_004186 4759089 

4665 db mining Hs.444 NM_004197 4759179 



4666 db mining 

4667 db mining 

4668 Table 3A 

4669 db mining 

4670 literature 

4671 db mining 

4672 db mining 

4673 literature 



4679 db mining 

4680 Table 3A 

4681 db mining 

4682 db mining 

4683 Table 3A 



Hs.74115 NMJJ04256 4758589 

Hs.25887 NMJW4263 4759093 

Hs. 1 8421 1 NMJ304279 4758733 

Hs.18142 NMJW4313 4757779 

Hs.54457 NNL004356 4757943 

Hs.42853 NMJTO4381 14577922 

Hs.318546 NM.004390 4758095 

Hs.318548 NM 004390 4758095 



4674 Table 3A Hs.124024 NMJHM416 

4675 Table 3A Hs.74088 NMJ104430 

4676 db mining Hs.278611 NM_004482 

4677 db mining Hs.73734 NMJ)04488 

4678 db mining Hs.1 82447 NM_O0450O 



Hs.111065 NM_004505 

Hs.76038 NMJJ04508 

Hs.296281 NM_004514 

Hs.172674 NM 004555 



4758201 
4758251 
9945386 

4758459 
14110430 

4758563 

4758583 

4758599 
4758803 



Hs.78920 NM 004581 4759015 



4684 db mining Hs.90957 NM_004620 4759253 

4685 db mining Hs.25333 NMJ)04633 4758597 
4688 db mining Hs.82222 NM_004636 4759091 

.4687 db mining Hs.332229 NMJ)04669 4758005 

4688 Table 3A Hs.77324 NM_004730 4759033 



Table 8 

Homo sapiens, clone MGC.-19593 
IMAGE:3542491, mRNA, complete cds 
/cds=(118,15l8) 

deoxynudeotidyl transferase, terminai 
PNTT), mRNA /cds=(0,1532) 
mRNA for GILZ, complete cds 
/cds=(233,637) 

sema domain, immunoglobulin domain 
(ig), short basic domain, secreted, 
(semaphorin) 3F (SEMA3F), mRNA 
/cds=(78,2435) 

serine/threonine kinase 19 (STK19), 
transcript variant 2, mRNA 
/cds=(128,1234) 

immunoglobulin superfamfly, member 2 
(IGSF2), mRIMA/cds=(21,3086) 
mRNA; cDNADKFZp761015121 (from 
done DKFZp761015121); complete 
cds /cds=(1 11,2423) 
peptidase (mitochondrial processing) 
beta (PMPCB), mRNA/cds=(13 f 1482) 

arrestin, beta 2 (ARRB2), mRNA 
/cds=(53,1282) 

CD81 antigen (target of antiproliferative 
antibody 1) (CD81), mRNA 
/cds=(238,948) 

cAMP responsive element binding 
protein-like 1 (CREBL1), mRNA 
/cds={33^144) 

cDNA: FU22499 fis, done HRC11250, 
highly similar to HSCATHH mRNA for 
cathepsin H (EC 3.4.22.16) 
/cds=UNKNOWN 

cDNA: FU22499 fis, done HRC11250, 
highly similar to HSCATHH mRNA for 
cathepsin H (EC 3.4.22.16) 
/cds=UNKNOWN 

deitex (Drosophila) homotog 1 (DTX1), 
mRNA/cdS=(503,2365) 
early growth response 3 (EGR3), 
mRNA/cds=(357,1520) 
UDP-N-acetyi-alpha-D- 
galactosamine:polypeptide N- 
acetylgalactosaminyltransferase 3 
(GalNAc-T3) (GALNT3), mRNA 
/cds=(0,1901) 

glycoprotein V (platelet) (GP5), mRNA 
/cds=(270,1952) 
heterogeneous nudear 
ribonucleoprotein C (C1/C2) (HNRPC), 
transcript variant 1 , mRNA 
/cds=(191,1102) 

ubiquitin spedfic protease 6 (T re-2 
oncogene) (USP6), mRNA 
/Cds=(1696,4056) 

isopentenyl-dlphosphate delta 
isomerase (ID11), mRNA /cds=(50,736) 

interleukin enhancer binding factor 1 
(ILF1), mRNA /cds=(1 97,21 64) 

nudear factor of activated T-cells, 
cytoplasmic, catetneurin-dependent 3 
(NFATC3), mRNA/cds=(210,3416) 

Rab geranylgeranyitransferase, alpha 
subunlt (RABGGTA), mRNA 
/cdS=(274,1977) 

TNF receptor-associated factor 6 
(TRAF6), mRNA /cds=(221, 1789) 
interleukin 1 receptor, type II (IL1R2), 
mRNA /cds=(61, 1257) 
sema domain, Immunoglobulin domain 
(Ig), short basic domain, secreted, 
(semaphorin) 3B (SEMA3B), mRNA 
/cds=(235,2484) 
zh68e05.si cDNA, 3' end 
/done=lMAGE:417248 /done_end=3' 
eukaryotic translation termination factor 
1 (ETF1), mRNA/cds=(135,1448) 
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CTCTAGAAAG GCCCAAGTC CATGAG C 
ACAGAGGGTCTGATGAAGTTTGTG 

AGACCAAGAG GATATTCCTCAAAGCA 

GAAAGTGAAGAAGAAATTTTTGCG 

TGGAGAAGTTCCAGTCCTGTCTGAGC 

CCTGAAGAGCCAGCTCCCGAATCC 

GAAGTAGACTTTCTGTCCTCACACCG 

AAGAACCCGAGTGAGCAGGAGGGA 



GTGGGATTTCTGGGGAGGCTGGTGA 
AG GAGGGCAGGGTTCTTTTCTCTAC 

CTATAGCTTCATGACCGTAACATGTG 
ACCTGTGTGCTGGCAGGACGACTC 
ATGATCCCCATGTTGCAATATGGAGT 
CTCTGCCCTGAGATCTTCCCCATC 

TGGTCAGTCTTTGTTCTCTGAGAAAT 
TATGTTGGAAGCAGCATACTTTCA 

CCCCAAGATACACACTGGACCCTCTC 
TTG CTGAATGTG GG CATTAATTTT 
TTCTAACACGTCGCCTTCAACTGTAA 
TC AC AACATC CTGACTCC G TCATT 



TTTTTCATTTTGGAG CTAGTTACTGG . 
GAGTAAGGGAGGGTGGGGTGGGGG 

GGGACTGTCTTTTCTGTATTCGCTGT 
TC AATAAACATTGAGTGAG C AC CT 



GGGACTGTCTTTTCTGTATTCGCTGT 
TCAATAAACATTGAGTGAGCACCT 



AGAGAAGACTCATCTTCACTATCGGC 
ACGTCCAACACCACGGG CGAGTCG 
AAAC C GAAATATTG AAATG GTGTAAT 
GTTGTACCATTTGCACTGTGAGCA 
AGGTGGGGGAAAATGAATTTTGTATG 
CTGAATrTCTAAGCGCCTATTGTT 



GTGGATGTGGAGCAGGAGAGCTGGA 
TCGTGGCATTTGTTTCTGGGTTCTG 
AAAGTTGATACTGTGGGATnTTGTG • 
AACAGCCTGATGTTTGGGACCTTT 



TGTGGTTGCCTCTATGTGCTGTTTTT 
CCTCATACAAGTAAACACAGAAAG 

CCCAACTGAGGACCACTGTCTACAGA 
GTCAGGAAATATTGTAGGGAGAAA 

TGTTT GTTTCTTTGTGTTGACTTTGTC 
CCTGGCAAAATTTTCCACTCTGA 
AGGTGACCTGGTTACTTAGCTAGGAT 
TGGTGATTTGTACTGCTTTATGGT 

CCCTACCCTTGCCCTTTAACTTATTG 
GGACTGAATAAAGAATGGAGAGGC 

GGGCTTTTGCTCTGGTGTATTTTATT 

GTCAGAAAGTCCAGACTCAAGAGT 

TGGTCTGACTGTGCTATGGCCTCATC 

ATCAAGACTTTCAATCCTATCCCA 

GGGCGAGGCAGGCCGACTGTACTAA 

AGTAACGCAATAAACGCATTATCAG 



GTACGCCGCTACCTGGACAGCGCGA 
TG CAGGAGAAAG A GTTCAAATACAC 
TG CAGAGAG ATACTAAG CAGCAAAAT 
CTTG GTGTTGTGATGTAC A GAAAT 



477 



WO 02/057414 



PCT/US01/47856 



Table 8 



4689 


Table 3A 


Hs.326159 


NM_004735 


4758689 


4690 


db mining 


Hs.107526 


NM_004776 


13929470 


4691 


Table 3A 


Hs.49567 


NMJJ04811 


4758669 


4692 


db mining 


Hs.24395 


NM_004867 


4757869 


4693 


Table 3A 


Hs.1 45696 


NM_004902 


4757925 


4694 


db mining 


Hs.129738 


NM_004977 


4826787 


4695 


db mining 


Hs^79946 


NMJJD4990 


14043021 


4696 


db mining 


Hs.927 


NM_C 04997 


4826841 


4697 


Table 3A 


Hs.180610 


NM 005066 


4826997 


4698 


literature 


Hs.100001 


NM_005074 


4827009 


4699 


db mining 


Hs.81737 


NMJW5155 


6325470 


4700 


db mining 


Hs.179735 


NMJ305167 


4885066 


4701 


lite nature 


Hs.1 13222 


NM_0Q5201 


13929430 


4702 


db mining 


Hs.181128 


NMJHJ5229 


11496880 


4703 


Table 3A 


Hs.248109 


NMJJ05238 


4685218 


4704 


Table 3A 


Hs.85146 


NM_005239 


4885220 


4705 


db mining 


Hs.129953 


NMJW5243 


4885224 


4708 


db mining 


Hs.289098 


NMJ305265 


4885270 


4707 


Table 3A 


Hs.181307 


NMJ305324 


4885384 


4708 


Table 3A 


' Hs.79334 


NM_005384 


4885516 


4709 


db mining 


Hs.297939 


NM_005385 


6631099 


4710 


db mining 


• Hs.78824 


NM_005424 


4885630 


4711 


Tabte 3A 


Hs.1 81 195 


NM_005494 


4885494 


4712 


db mining 


Hs.1 53299 


NMJ)05510 


5031670 


4713 


db mining 


Hs.77961 


NM_005514 


5031742 


4714 


literature 


Hs.279853 


NMJJ05516 


5031744 


4715 


db mining 


Hs.80288 


NMJ505527 


5031768 


4716 


db mining 


Hs.171776 


NMJJ05536 


8393607 


4717 


db mining 


Hs.1 02171 


NMJW5545 


5031808 



leucine rich repeat (in FU1) interacting 
protein 1 (LRRFIP1), mRNA 
/cds=(178,2532) 

UDP-Gal:betaGlcNAc beta 1,4- 
gaJactosyi transferase, polypeptide 5 
(B4GALT5), mRNA /ods=(1 1 2, 1 278) 

(eupaxin (LPXN), mRNA 
/cds~(93,1253) 

NJAC protein (NJAC) mRNA, complete 
cds /cds=(7,306) 

splicing factor (CC1.3) (CC1.3), mRNA 
/cds={1 49,1 723) 

potassium voltage-gated channel, 
Shaw-related subfamily, member 3 
(KCNC3), mRNA/cds=(295,2568) 

methionine-tRNA synthetase (MARS), 
mRNA/cds={23,2725) 

myosin-blnding protein H (MYBPH), 
mRNA/cdsK28,1458) 
splicing factor proGne/gtutamine rich 
(polypyrimidine tract-binding protein- 
associated) (SFPQ), mRNA 
/cds=(85,2208) 

solute carrier family 17 (sodium 

phosphate), member 1 (SLC17A1), 

mRNA/cds=(12.1415) 

inactive palmitoyt-protein thioesterase- 

2i (PPT2) mRNA, complete cds 

/cds=(568,1473) 

ras homolog gene family, member C 
(ARHC). mRNA/cdS=(76,657) 
chemokine (C-C motif) receptor 8 
(CCR8), mRNA /Cds=(120, 1 187) 
DNA sequence from PAC 212G6 on 
chromosome Xp11.3-p11.4. Contains 
synapsin 1, brain protein 4.1, properdin, 
tyrosine kinase (ELK1) oncogene, 
ESTs, STS, GSS /cds=(91 50, 10436) 

v-ets avian erythroblastosis virus E26 
oncogene homolog 1 (ETS1), mRNA 
/cds=(278,1603) 
chromosome 21 derived BAC 
containing erythroblastosis virus 
oncogene homolog 2 protein (ets-2) 
gene, complete cds /cds=<290 l 1699) 
Ewing sarcoma breakpoint region 1 
(EWSR1), transcript variant EWS, 
mRNA/cds=(43,2013) 
kidney gamma-glutamyl transpeptidase 
type II mRNA, 3' end /cds=(0,596) 

H3 histone, family 3A (H3F3A), mRNA 
/cds=(374,784) 

nuclear factor, interteukin 3 regulated 
(NF1L3), mRNA/cds=(213,1601) 
cathepsin B (CTSB), mRNA 
/cds=(177,1196) 

tyrosine kinase with immunoglobulin 
and epidermal growth factor homology 
domains (TIE), mRNA /cds=(S6,3452) 
Homo sapiens, MR J gene for a 
member of the DNAJ protein family, ■ 
clone MGCH152 IMAGE:3346070, 
mRNA, complete cds /cds=(163,1143) 

DOM-3 (C. elegans) homolog Z 
(DOM3Z), transcript variant 2, mRNA 
/cds={1 29,131 9) 

major histocompatibility complex, class 
I, B (HLA-B), mRNA/cds=(0,1088) 

HSPC018 protein (HSPC018), mRNA 
/cds=(148,651) 

heat shock 70kD protein-like 1 
(HSPA1L), mRNA /cds={0,1 925) 

lnositol(myo)-1 (or 4)-monophosphatase 
1 (IMPA1). mRNA/cds=(98,931) 

immunoglobulin superfamity containing 
leucine-rich repeat (ISLR), mRNA 
/cds=(98,i.vw) 
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G GATAAC AAGTAAATGTCTGAAAG CA 
TGAGGGGCTTTATTTGCCTTTACC 

TGAG CTTG CTCTTAC GTTTTAAGAG G 
TGC CAG GGGTACATTTTTGCACTG 

ACTGGACAACTTTGAGTACTGACATC 

ATTGATAAATAAACTGG CTTGTG G 

CGCAGGGTCTACGAAGAATAGGGTG 

AAAAACCTCAGAAGGGAAAACTCCA 

AGGTTTTGTCTGGTTGGATATAATCTT 

TGCTCTTTTTAAGCTCTGTGAGC 

CCTTGCAGACCCCACCCCCTGCCTG 

CTCTCTTTCCCTACAACTAGGTCAG 

G CCCCTAAAG GCAAGAAGAAAAAGTA 

AAAGACCTTGGCTCATAGAAAGTC 

GGAGTTGCACTCTGG GTGG GAAG CA 

CTCAAATAAAGATGCGTGGTGTTAA 

AGCTTTTGAAAAGTGGAAAGGTCATT 

TTGTTGCATTTCCCCATTTCTTGT 



ACCTCCTTATTGAAGGGAAGAGGGAC 
CAGCACATGAG GCTGAGGCTGAGG 

GGTATCTCCCACACAGCCTGGCACTC 
CAACCGTACCCTTTATGAGACCTG 

AAGGATGGTCACACACCAGCACTTTA 

TACACTTCTGGCTCACAGGAAAGT 

ATCATCCTGCCAGCAGCACTCCTCCC 

GTTCCTCCAGCGTAGACTAGATTT 

AGTGCTACACTCGTCTCGACTGTTTG 

TTTTACTTCCCCAAAATGGACCTT 



ACGCTACTATTACGACAAAAACATCA 
TCCACAAG ACAGCGGGGAAACG CT 

TTTGAG AGGGTAGGAGGGTG GGAAG 
GAAACAACCATGTCATTTCAGAAGT 



CATGCTCAGTATCATTGTG GAGAACC 
AAGAGGGCCTCTTAACTGTAACAA 

GACCGGCTTCCCCTGTGAGCAGCAG 
AGCAG CACAATAAATGAGGCCACTG 

GAAGATACCAACCTGTGTGCCATCCA 

CGCTAAGAGAGTCACCATCATGCC 

GTTATCACTCTGCCTGTGTATAGTCA 

GATAGTCCATGCGAAGGCTGTATA 

ACTGACAGAGTGAACTACAGAAATAG 

CTTTTCTTCCTAAAGGGGATTGTT 

TAAGCGAGCACTCACACCACTAACAT 

GCCCTGTTCAGCTACTCCCACTCC 

GGATGTTTTCTAGTTGTGCATGAATG 
CTGGCAACTTAGTAAGTTTTGACA 



CCCAAATAGTAATGCTTTAGAGGGAG 
GCAGTCATATCTCTGTGTGCAGAT 

ATGTGTAGGAGGAAGAGTTCAGGTG 
GAAAAGGAGGGAGCTACTCTCAGGC 

CCCCTTCCTCACACTGACCTGTGTTC 

CTTCCCTGTTCTCTT7TCTATTAA 

AAACTCTACCAAGGAGGATGCACTGG 

GCCTGCCTGCGGAACAGGGTATGT 

CCCTTGGCACGTAAACAGACTACTAG 

ACTTATTGTAG GTTCGTTTGAGCT 

CAAAGGCCAGCCAGCTTGGGAGCAG 
CAGAGAAATAAACAGCATTTCTGAT 
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Table 8 

7669500 lysosomal-associated membrane 

protein 1 (LAMP1), mRNA 

/cds=(1 90,1440) 
50321 74 transcription factor CP2 (TFCP2), 

mRNA/cds={508,1860) 
50321 76 TG FB inducible early growth response 

fTIEG), mRNA /Cds=(123 f 1565) 

5032078 secretory carrier membrane protein 3 

(SCAMP3), mRNA/cds=(96,1139) 
5032130 syntaxin6(STX6),mRNA/cds=(0,767) 

5031730 PERB1 1 family member in MHC class I 
region (HCGDQ, mRNA /cds=(37,270) 

5031 672 immunoglobulin superfamily, member 6 

(1GSF6), mRNA /cds=<44,769) 
5174440 golgi autoantigen. golgin subfamily a, 3 

(GOLGA3), mRNA/cds=(269,4861) 
5174584 MHC class I potypeptide-related 

sequence B (MICB), mRNA 

/cds=(5,1156) 
5174566 mitochondrial intermediate peptidase 

(MIPEP), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds=(74,2215) 
51 74500 zinc finger protein, subfamily 1 A, 1 

(Ikaros) (ZNFN1A1), mRNA 

/cds=(168,1727) 
5174720 qd84a0Uc1cDNA,3 , end 

/clone=IMAGEi1734216/done end=3' 



Hs.2654 NM.006Q81 

Hs.1 25359 NMJ306288 

Hs.23168 NMJ)08313 

Hs.171921 NMJ)06379 

Hs.240534 NMJI06411 

HS.181368 NM_006445 

Hs.239505 NM_006561 

Hs.34526 NMJHJ6564 

Hs.86998 NMJJ06599 

Hs.167751 NM_006604 

Hs.157427 NM_006605 

Hs.74881 • NMJJ06713 



5174670 
5174672 

5174562 
5454117 

14149826 
5454047 

5453717 

5453983 

5729815 
5730105 
5729944 

5730012 
5730010 
5729967 
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4745 db mining Hs.56328 NM_006737 5803051 



small inducible cytokine subfamily A 

(Cys-Cys), member 26 (SCYA26), 

mRNA/cds=(0,284) 

sema domain, immunoglobulin domain 

(tg), short basic domain, secreted, 

(semaphorin) 3A (SEMA3A), mRNA 

/cds=(15,2330) 

MHC binding factor, beta (MHCBFB), 

mRNA/cds=(90,1286) 

Homo sapiens, clone MGC:846 

IMAGE3507917, mRNA, complete cds 

/cds=(60,545) 

Ubiquitin specific protease 15 (USP15), 

mRNA/cds=(9,2867) 

sema domain, immunoglobulin domain 

(Ig), short basic domain, secreted, 

(semaphorin) 3C (SEMA3C), mRNA 

/Cds=(562,2817) 

1-acyiglycerot-3-phosphate O- 

acyltransferase 1 (lysophosphatldlc add 

acyltransferase, alpha) 

U5 snRNP-specific protein (220 kD), 

ortholog of S. cerevisiae Prp8p (PRP8), 

mRNA /cds=(41 ,7046) 

mab-21 (C. elegansHike 1 (MAB21L1), 

mRNA /cds=(81 8,1 897) 

G protein-coupled receptor (TYMSTR), 

mRNA /cds={81 ,1 1 09) 

nuclear factor of activated T-ceils 5, 

tonicity-resonsive (NFAT5). mRNA 

/cds=(318,4913) 

ret finger protein-like 3 (RFPL3), 

mRNA /cds={292,1 158) 

ret finger protein-like 2 (RFPL2), 

mRNA/cds=(292,1158) 

activated RNA polymerase II 

transcription cofactor 4 (PC4), mRNA 

/cds=(0,383) 

DNA sequence from clone 67K17 on 
chromosome 6q24.1-24.3. Contains the 
HNEP2 (Schnurri-2) gene for HIV type 
1 Enhancer-binding Protein 2, and a 
possible pseudogene in an intron of this 
gene. Contains STSs and GSSs and an 
AAAT repeat polymorphism 
/cds=(545,7885) 

kilter eel) immunoglobuMke receptor, 
three domains, long cytoplasmic tail, 2 
(KIR3DL2), mRNA /cds=(2, 1369) 
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GTGAGATCGGTGCGTTCTCCTGATGT 
TTTGCCGTGGCTTGGGGATTGTAC 

GAACTTTCAGGAAGAAGCATGTTTTA 
TTCTGGACACAATGAAAGAAACCA 
TTGGGTGTAGATTTCTGACATCAAAA 
CTTGGACCCTTGGAAAACAAAAGT 

CAACCCAGCTTCCCTCTGCTGTGCCA 

CGGCTGTTGCTTCGGTTATTTAAA 

ATAGCCATCCTCTTTGCAGTCCTGTT 

GGTTGTGCTCATCCTCTTCCTAGT 

ACATGAGCTTCTACCTCCAGATGTGC 

CAGGGTGCATCTCAATAAACTTGG 

ACTGAAAAGACAACTGGCTACAAAGA 

AGGATGTCAGAATGTAAGGAAACT 

AAGTTGTGGCTGTTCTTGGGAAAGGG 

GTCACCGTGTCTGACAAAGTGTAA 

CCCCTCGCCCCGTCACACCGTTATG 

CATTACTCTGTGTCTACTATTATGT 

GCTGTGAGAGCTTGTTTCTGATTGTT 
TCATTGTTCG CTTCTGTAATTCTG 



AC CAAC ACTGTCC C AAG GTGAAATGA 
AGCAACAGAGAGGAAATTGTACAT 

TGCTCAGTTTTTCAGCTCCTCTCCAC 
TCTG CTTTC CC AAATGGATTCTGT 

ATATTCACTACCAAAAGAGGCAAGAA 
AGTCTGTACCCATCCAAGGAAAAA 

GCTGCATTACCTCTAGAAACCTCAAA 
CAAGTAGAAACTTGCCTAGACAAT 



TCCAAGTCGAAATCGCTGCTGAGGCT 
GAGATGAAGAAAGAAAAGTCCAAA 
CATCTCCTCCCAGAACGTCACAGTGC 
TCAGAGACAAACTGGTCAAGTGTG 

T7TGTCTGCACTTGAGTTCACTTGAG 
TTTACATTTGAAATGTGCATGTTT 
AGTTCCCTTTATTTCACATAAGCCCAA 
ACTGATAGACAGTAACGGTGTTT 



GGAGAGGGTGGGACCCAGTTTTGCG 
TGGTTGGTTTTTATTAATTATCTGG 

CCTCTTTCCCTCTGTCTGTGCTTGTG 
TTGTTGACCTC CTGATGG CTTGTC 

CTGATTCTTCTGTCCTCATTGTGAAC 

ATAACCGTGTAGTTGAAACAGTCA 

TTTCCAATGTCTGCCACACAAACGTA 

TGTAAATGTATATAC CCACACACA 

TCCTGAGAAACAACACATTTTTCCCC 

ATGAACGGTGCTGTTCTGAAGTCT 

TATTG C CAC CATC CAACTCATTGAGT 
CTTATGGTTCACATCTTGTTTCCT 
AGTCCTATG GTTCACATCTTGTTTCCT 
ATAGAAATGTCCTGTATTCTGGG 
AAACCAGGAAGAAAAGGTATTTCTTT 
AAATC CAGAACAATG GAGCCAGCT 

AAGCAGTTGGACTTTCACAGCAGCAA 
GGAATTATCTTCAAGCACAGAGGA 



CTTCAGTGTAGCTCTCTCCTCTTCAA 
ATAAACATGTCTGCCCTCATGGTT 
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Table 8 

5803097 zinc finger protein 220 (ZNF220), 

mRNA/cds=(393,6407) 
1 1 321 623 chromosome 6 open reading frame 1 0 

• (C6orf10), mRNA /cds={236,1942) 
5803105 titin immunogtobunn domain protein 

(myotflin) (TTID), mRNA 

/cds={280.1776) 
6031 1 73 mouse double minute 2, homolog of; 

p53-binding protein (MDM2), transcript 

variant MDM2, mRNA /cds=(31 1 ,1 786) 

5901 91 9 CD86 antigen (CD28 antigen ligand 2, 
B7-2 antigen) (CD86), mRNA 
/cds=(147,1118) 

984551 0 ras-related C3 botulinum toxin 

substrate 1 (mo family, small GTP 
binding protein Rac1) (RAC1), transcript 
variant Rarfb, mRNA /cds={0,635) 

5902053 ring finger protein 5 (RNF5), mRNA 

/cds^O.542) 
13787218 DOM-3 (C. elegans) homolog Z 

(DOM3Z), transcript variant 2, mRNA 

/cds=(129,1319) 
5901935 HLA class II region expressed gene 

KE4 (HKE4), mRNA/cds=(326,1615) 
5901923 centrosomal protein 1 (CEP1), mRNA 

/cds=(472,3456) 
1 3259505 endothelial cell-specific molecule 1 

(ESM1), mRNA/cdS=(68,622) 
5902065 ribonucfease P (14kD) (RPP14), 

mRNA/cds=(169,543) 
5901 909 natural killer cell receptor, 

immunoglobulin superfamfly member 

(BY55). mRNA /cds=(21 5,760) 
59021 29 suppressor of white apricot homolog 2 

(SWAP2), mRNA/cds=(143,2122) 
9507238 pre-B lymphocyte gene 1 (VPREB1), 

mRNA/cds=(0,437) 
7669498 killer ceil iectin-like receptor subfamily 

D, member 1 (KLRD1), transcript 

variant 1, mRNA /cds=(260,799) 

6912353 ELL-RELATED RNA POLYMERASE II, 
ELONGATION FACTOR (ELL2), 
mRNA/cds=(0,1922) 

691 2743 5'-3' exoribonuclease 2 (XRN2), mRNA 
/cds=(68,2920) 

6912471 killer cell immunoglobulin-like receptor, 
two domains, short cytoplasmic tail, 4 
(KIR2DS4), mRNA /cds=(46,960) 

6912649 sema domain, immunogtobulin domain 
(Ig), short basic domain, secreted, 
(semaphorin) 3E (SEMA3E), mRNA 
/cds=(466,2793) 
1 09471 06 T-cell teukemia/lymphoma 6 (TCL6), 
transcript variant TCL6a2, mRNA 
/cds=(1767,2192) 

701 9342 CDNA FU20161 fis, clone COL09252, 
highly similar to L33930 CD24 signal 
transducer mRNA /cds=UN KNOWN 

7019434 lnterieukin17C(IL17C),mRNA 

/cds=(0,593) 
7019574 interleukin19(IL19),mRNA 

/cds=(47,580) 
7524353 dimethyterginlne 

dimethylaminohydrolase 2 (DDAH2), 

mRNA /cds=(276,1 133) 
7662640 PTD012protein(PTD012),mRNA 

/cds=(473,1087) 
7662589 AF001542CDNA 

/ctone=alpha_est21 8/52C1 
7661751 HSPC048 protein (HSPC04B), mRNA 

/cds=(87,419) 
7661759 HSPC054 protein (HSPC054). mRNA 

/cds=(1 07,397) 
7681781 HSPC073 protein (HSPC073), mRNA 

/cds=(278,649) 



1 TTCTCTCGTGCAACCAGTTTGCCCAT 
TCTCTTCCTATTACTTGCTCCAGG 

1 TGCTGTTCAGAAGTTTCACCCTTTTTA 
ATCTCTCAGCCACAAACCTCAGT 

1 ACGT7TACTGGTACTGCTTTCTAAATA 
CTGTTTTACCCGTTTTCTCTTGT 

1 GACAACCAATTCAAATGATTGTGCTA 
ACTTATTTCCCCTAGTTGACCTGT 



1 GGCCAAGCCCAGCTTAATGGCTCAT 
GACCTGGAAATAAAATTTAGGACCA 

1 CTCAAGACAGTGTTTGACGAAGCGAT 
CCGAGCAGTCCTCTGCCCGCCTCC 



1 CTTTTTCACCACCGTCTTCAATGCCC 
ATGAG CCTTTCCGCCGGGGTACAG 

1 ACATCGTATTTG CGGCCAGCCTCTAC 
ACCCAGTGAATGCCCCATGTAAAA 

1 TATTCCTTTTATATCACTGTGTTTGAA 

TCGAGGGGGAGGGGTGGTAACCG 
1 ATGGGAATAGTTGCATATGGGAATTT 

AAACCAACATGTGGCTGAGCCTTT 
1 GGCCTTTGAATGTAAAGCTGCATAAG 

CTGTTAGGTTTTGTTTTAAAAGGA 
1 CAGTTTGGCCTTATGCT7TATGCAGA 

CTTGAGTGTATGCAGGATTTCATT 
1 CAGAC C AAG AG CAC C AC AGACTAC AA 

CTGCCCAGCTTCATCTAAATACTT 

1 GTGGGTAAGGGG CTCAAGCTGTGAT 
GCTGCTGGTTTTATCTCTAGTGAAA 

1 ACCCTCCCAGGTTCCTGCTGAGATAT 
TTCTCACAATCAGACAAGAGCCAG 

1 GGGCAGAGAAGGTGGAGAGTAAAGA 
CCCAACATTACTAACAATGATACAG 



1 G GCTCACATCAAAAG GCTAATAGGTG 
AATTTGACCAACAGCAAGCAGAGT 

1 AACACATTTGAGGAATAGGAGGTCCG 
GGTTTTCCATAATGGGTAAAATGG 

1 GCTGTTCCACCTCCCTTCAGACTATC 
TTTCAG CCTTCTGCCAG CA GTAAA 



1 ACTATAAGTCATTTTGAGTGTTGGTG 
TTAAGCATGAAACAAACAGCAGCT 



1 GCTATTCACAGTTCTGGGGAACAACC 
AAAGGAGGAGGAGGACAAAGGGAA 

1 AAGCTACTGTGTGTGTGAATGAACAC 
TCTTGCTTTATTCCAGAATGCTGT 



1 CTATCCACAGAAGCTGGCCTTCGCC 
G AGTGCCTGTG CAGAG GCTGTATCG 

1 GTCATATAGTCCATGTCTGTGATGTG 
AGCCAAGTGATATCCTGTAGTACA 

1 TCCACTGGGTGAATCCTCCCTCTCAG 
AACCAATAAAATAGAATTGACCTT 

1 GAGTTTCTCTATCGCATTG GTCAACC 

AAAAGAGACGCATTCCATTGGGCG 
1 TTCTCTGCATCTAGGCCATCATACTG 

CCAGGCTGGTTATGACTCAGAAGA 
1 TGCGAAATTGTGGACTGTTG GACTGT 

GATTCTAAGTGGGGGAAATAGGCT 
1 GAACCTTTCTGAAACCAGTGGCA6CC 

C AAGTTAGAGC CCAGCATTAAGTC 
1 CCAGAATCTTCTATTCCCACTTCCCA 

TTTCTCAAATCAT7TGAC CTGTCG 
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Table 8 

14140235 solute carrier family 5 (neutral amino 

acid transporters, system A), member 4 

(SLC5A4), mRNA/cds=(16,1995) 
76571 61 HLA class II region expressed gene 

KE2 (HKE2), mRNA/cds=(0,389) 
7657231 interieukin 1 receptor accessory protein- 
like 1 (IL1RAPL1), mRNA 

/cds={510,2600) 
7657527 Homo sapiens, Similar to homolog of 

Yeast RRP4 (ribosoma! RNA 

processing 4), S'-ff-exoribonuclease, 

clone MGC:2403 IMAGE'2821702, 

mRNA. complete cds /cds={1 1 ,892) 
7657229 interieukin 17 receptor (H-17R), mRNA 

/cds=(32,2632) 
7657468 similar to rat integral membrane 

glycoprotein POM1 21 (POM121L1), 

mRNA/cds=(0,1286) 
7657690 interieukin 20 receptor, alpha (IL20RA), 

• mRNA /cds=(236,1 897) 
7657227 interieukin 17B (IL17B), mRNA 

/cds=(41,5B3) 
7657551 mRNA; cDNA DKFZp434L1621 (from 

clone DKFZp434L1621); complete cds 

/cds=(315,515) 
7657448 cDNA: FU22071 fis, clone HEP11691 

/cds=UNKNOWN 
7661861 KIAA0015 gene product (KIAA0015), 

mRNA /cds=(1 06,1470) 
7682295 KIAA0769 gene product (WAA0769), 

mRNA/cds=(239,2293) 
7662057 mRNA for K1AA0297 gene, partial cds 

/cds=(0,3815) 
7662409 KIAA0963 protein (KIAA0963), mRNA 

/cds=(215,4315) 
14149687 DKFZP586G1722 protein 

(DKFZP586G1722). mRNA 

/Cds=(21 0,869) 
14149689 OKFZP434F091 protein 

(DKFZP434F091), mRNA 

/Cds=(334,1857) 
7705374 HIV-1 inducer of short transcripts 

binding protein (FBI1), mRNA 

/cds={0,1754) 
13435357 progestin induced protein (DD5), 

mRNA/cds=(33,8432) 
7705788 Homo sapiens, Similar to CGI-8 1 

protein, done MGC:705 

IMAG&3350598, mRNA, complete cds 

/cds={248 l 1099) 
7705790 CGl-82 protein (LOC51109), mRNA 

/cds=(40,996) 
7705848 RAB1 0, member RAS oncogene family 

(RAB10), mRNA/cdS=(90,692) 
7705337 C-type (calcium dependent 

carbohydrate-recognition domain) lectin, 

superfamiiy member 6 (CLECSF6), 

mRNA /cds=(24 1,954) 
7708705 SH3 and PX domain-containing protein 

SH3PX1 (SH3PX1), mRNA 

/cds=(43,1830) 
11136631 interieukin 1 receptor-like 1 (IL1RL1). 

mRNA/cds=(0,1670) 
7706722 STRiN protein (STRIN), mRNA 

/cds=(221,958) 
7705368 coatomer protein complex, subunit beta 

(COPB). mRNA /cds=(1 78,3039) 
7706562 cDNA FU 10249 fis, done 

HEMBB 1000725, highly similar to 

Rattus norvegicus GTPase Rab8b 

mRNA /cds=UNKNOWN 
14589925 protocadherin 12 (PCDH12); mRNA 

/cds-(121 1,4765) 
7706701 SGRF protein, Interieukin 23 p19 

subunit (SGRF), mRNA /cds=(143,712) 

7706588 guanine nucleotide binding protein (G 
protein), alpha stimulating activity 
polypeptide 1 (GNAS1), mRNA 
/cds=(68,1252) 



CCTCCTGGCTGTGGTGGTCTTTATTC 
ACGGCTACTATGCCTGAACTCTAT 

GAAATTAAGCGATACGAATCCCAGCT 
TCGGGATCTTGAGCGGCAGTCAGA 
TCACAGTGACCACTACAGAGTACTAA 
GAAGAGAAGATCAAGGGCATGAAA 

TCTTAAAGCCAGAAATAATGGAGGAG 
ATTGTGATGGAAAGACGCCAGAGG 



CTTTTCTTTGTGCAGCGGTCTGGTTA 
TCGTCTATCCCCAGGGGAATCCAC 
CCACGTTGGGGTCACTACTGGAGTG 
GATGGAGGCCCTTCACATTTCTGGG 

TGAC CTTTC GTG ATTATCCG C AAATG 

CAAACAGTTTCAGATCTAATGGTT 

CAGTCATGGAGACCATCGCTGTGGG 

CTGCACCTGCATCTTCTGAATCACC 

AGGTTTCTTCATGAGTCATTCCAAGT 

TTTCTAGTCCATACCACAGTGCXJT 

GAGGTCGTCTTAAACCAGAGAG CTAC 

TGAATATAAGAACTCTTGCAGTCT 

GCAGTCTCCCAAG GACCGACCATGC 

AGAAGTGTCAATAAACCACAAGTTC 

GGAGGGAGCCTCTGTGCAGATGTGC 

TTTCTTTACAGTGGCTGTAAAAAGT 

G ATGCTTTTAAAGTTGTAG CTTC GTG 

CTTTGTACAGTTTTCTTTCTGGTT 

AATATATGCAATTCTCCCTCCCCCAG 

CCCTTCCCTGACCCCTAAGTTATT 

AATCTGCCAG GCTATGTGACAGTAGG 

AAGGAATGGTTTCCCCTAACAAGC 

AGCACATACATTGATAGATGGGGTGT 
GGGACCAACAAACCAAATTAAAAG 

CAACGGCCAGGAGAAGCACTTTAAG 
GACGAGGACGAGGACGAGGACGTGG 

TTGTG GAAACTGTTTC AG C AAAGGTT 
CTTGTATAGAGGGAATAGGGAATT 
GGGGGAAGGAAGGCTTCAGACTTGG , 
GGGAAGGGGAGATTATTGCAAATTG 



CTATGGAGGAATTGAGGG CAAG CAC 

CCAGGACTGATGAGGTCTTAACAAA 

ACACCAAACAGTTAAGTCCATTCTCT 

GGTACTAGCTACAAATTCGGTTTC 

TGCACACAGGGAGAGAAGATGAGTC 

TCTCTTAATTTTTATCTGGTTGCTA 



TTCAATGGAAAATGAGGGGTTTCTCC 
CCACTGATATTTTACATAGAGTCA 

GACC ACATTG CC AATAAAAG GTCCCT 
GAATTCCAAATTCTGGAAGCACGT 
AGGCCCAAATCACAGAATAAAGGACT 
AAGAG TG GATTTG CTGAC ATTCC A 
GCTGTCCTCAAAGTATATAATGTTTCA 
TGTACCAAGACCCTTTTCACAGT 
AAG GGTATTTGGTCTGGTTCATATGG 
TCAAATATTACTGC CTTGGTAGCA 



GGGGTGCCAGGAAATGCTCTCTGAC 
CTATCAATAAAGGAAAAGCAGTGAT 
TGGGAAGGGAAATTTGGGGATTATTT 
ATCCTCCTGGGGACAGTTTG GGGA 

GCCACAAAAGTTCCCTCTCACTTTCA 
GTAAAAATAAATAAAACAGCAGCA 
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Hs.106850 NM_017868 8923499 

Hs.272134 NMJJ18067 8922367 

Hs.7187 NM_018187 8922606 
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Hs.225674 NMJ518963 11321643 

Hs.278430 NMJH9105 14719824 

Hs.278430 NM_019105 14719824 

Hs.159679 NMJ>1959B 9665235 

Hs.247808 NMJ)19602 9624988 

Hs.36989 NMJ)19616 10518502 

Hs.36989 NMJM9616 10518502 
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Hs.296552 NM_020070 13399297 
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Hs.1 05509 NMJ)20428 9966908 
Hs.248156 NM_02Q530 10092620 



Table 8 

RNA binding motif, single stranded 
interacting protein 1 (RBMS1), 
transcript variant MSSP-2, mRNA 
/cds=(265 l 1434) 

interieukin 1 receptor accessory protein- 
nke2(IL1RAPL2), mRNA 
/cds=(756,2816) 

globotriaosyiceramide/CD77 synthase; 
Gb3/CD77 synthase; alpha1,4- 
galadosyltransferase; 4-N- 
acetyiglucosaminyltransferase 
(A14GALT), mRNA/cds=(133,1194) 
clone H41 unknown mRNA 
/cds=(323,1099) 

DIPB protein (HSA249128), mRNA 
/cds=(177,1211) 

tRNA isopentenylpyrophosphate 
transferase (1PT), mRNA 
/cds=(60,l040) 

Homo sapiens, Similar to hypothetical 
protein FU20533, done MGC:3448 
!MAGE:3631570, mRNA, complete cds 
/cds=(380,665) 

AL544307 cONA 
/done=CSODI019YG13-(5-prime) 

mRNA for KIAA1757 protein, partial 
cds/cds=(347,4576) 

mRNA for KIAA1541 protein, partial 
cds/cds={908.2341) 

interieukin 20 (IL20), mRNA 
/Cds=(0,530) 

major histocompatibility complex, class 
i, F (HLA-F), mRNA/cds=(0,1088) 

mRNA for WDR9 protein (WDR9 
gene), form B /cds=(79,6888) 
cytochrome P450, subfamily XXIA 
(steroid 21 -hydroxylase, congenital 
adrenal hyperplasia), polypeptide 2 
(CYP21A2), mRNA/cds={118,1605) 
cytochrome P450, subfamily XXIA 
(steroid 21-hydroxylase, congenital 
adrenal hyperplasia), polypeptide 2 
(CYP21A2), mRNA/cds=(118,1605) 
kanikrein 12 (KLK12), mRNA 
/cds=UNKNOWN 
butyrophilin-Gke 2 (MHC class » 
associated) (BTNL2), mRNA 
/cds=(0,1367) 

coagulation factor VII (serum 
prothrombin conversion accelerator) 
(F7), transcript variant 1, mRNA 
/cds=(51,1451) 
coagulation factor VII (serum 
prothrombin conversion accelerator) 
(F7), transcript variant 1, mRNA 
/cds=(51,1451) 

major histocompatibility complex, class 
11, DQ alpha 2 (HLA-DQA2), mRNA 
/cds=(0,767) 

DNA sequence from clone CTA-246H3 
on chromosome 22 Contains the gene 
for IGLL1 (immunoglobulin lambda-like 
polypeptide 1, pre-B-cell specific), a 
pseudogene similar to LRP5 
(Lipoprotein Receptor Related Protein.), 
ESTs, Genomic markers (D22S414, 
D22S925, D22S926), CA repeats, 
STSs, GSSs and a CpG island 
/cds=(0,438) 

ATP-binding cassette, sub-family D 
(ALD), member 4 (ABCD4), transcript 
variant 5, mRNA /cds=(51 ,1 544) 
cONA FU14613fis, done 
NT2RP1001 113, highly similar to CTL2 
gene /cds=UNKNOWN 
oncostatin M (OSM), mRNA 
/cds=(0,758) 



PCT/US01/47856 



1 ATAAG GTG CATAAAAC CCTTAAATTC 
ATCTAGTAGCTGTTCCCCCGAACA 



1 GATACCCAGGAATTTCACAGGAACAG 
TTCTTTGCTGCCTTTATCCTCCAA 

1 CCCACCCTGCCGCCCGCATTATAAAC 
ACAGGAGAATAATCAATAGAATAA 



AAACCAGGCCCTTAAACTTCAGCTAG 
AGAAC CAATATGCTGTGCTTGAAA 
CCAGATCCACAGCAGGCACATATCTC 
TCCAAGGGATGACCAGTTTTATGC 
GGACTTGAAGACCAAAGACTTTGAAA 
TTTG CGAGCTGCTCATGTGTGAGT 

GAAACG G CATAAAGATGAGAAATGAG 
CCTATTTGTTAGTGTTCGTGCTTA 



CCTGC CCTCGCCTGGAATCAGTGTTA 

CTGCATCTGATTAAATGTCTCCAG 

AATGAGTTGTGTTGAAGCCTCCGTCT 

CCCATCCTTGCCTGTAGCCCGTAG 

CAGAGTTGACGGACACTGCTCCCAAA 

AGGTCATTACTCAGAATAAATGTA 

GAACCTCAGGCAGCAGTTGTGAAGG 

CTTTGG G G GAACTAGACATTCTTCT 

GGACTGAGAAGCAAGATATCAATGTA 

GCAGAATTGCACTTGTGCCTCACG 

CAATGGTTGCACCTTATGACCTTGAG 
GGAAAGCCAGTTCATTTAAGAGGA 
GGGG GAGGGGAGGGGTTCGTACAG 
GAGCAATAAAGGAGAAACTGAG GTAC 



GGGGGAGGGGAGGGGTTCGTACAG 
GAG CAATAAAG G AGAAACTGAG GTAC 



ACTTCTTGGAACTTTAACTCCTGCCA 
GCCCTTCTAAGACCCACGAGCGGG 
TGTTCCATCAGCATCCCCTTTTTGGG 
CGAGGAGAAAATCGCAACTTTTTC 

CAGACTATTCCCGACCTGCTTCCCAG 
CTTCACAATAAACGGCTGC GTCTC 



CAGACTATTCCCGACCTGCTTCCCAG 
CTTCACAATAAACGGCTGCGTCTC 



GTCTGTGGGCCTCATGGGCATTGTG 
GTGGGCACTGTCTTCATCATCCAAG 

CTCCAAACAGAGCAACAACAAGTACG 
CGGCCAGCAGCTACCTGAGCCTGA 



CCAAAGTCCTCACTCAGACCAGTGCC 
CCTCCAGTTCAGTTGTCTATGTAT 

TGTCTTCCACCCTCAAGAAACTCTTG 
AACAAGACCAACAAGAAGGCAGCG 

GCAGGACCAGACCCTCCAGGAAAGG 
CAAGAGACTCATGACCAGGGGACAG 
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4842 db mining 

4643 Table3A 

4844 db mining 

4845 db mining 

4846 Table 3A 



Hs.105052 NMJJ20979 10280625 



adaptor protein with pleckstrin 
homology and src homology 2 domains 
(APS), mRNA /cds=(1 27,2025) 



4847 

4848 db mining 

4849 db mining 

4850 Table 3A 

4851 db mining 



4852 Table 3A 

4853 db mining 

4854 Table 3A 

4855 db mining 

4856 Table 3A 



Hs.1510 NMJJ21068 

Hs.76293 NMJJ21103 

Hs.3254 NM_021134 

Hs.7137 NM_021188 

Hs.11090 NMJ321201 

Hs.241587 NM_021246 

Hs.1 10915 NMJJ21258 

Hs.210546 NMJ)21798 

Hs.302014 NM_021803 

Hs.82887 NM_021959 

Hs.79372 NM_021976 

Hs.293934 NM_021983 



1 08351 02 interferon, alpha 4 (IFNA4), mRNA 

/cds=(140,709) 
10863894 thymosin, beta 1 0 (TMSB10), mRNA 

/cds=(65,199) 



10863930 
10863994 

11139298 

10864054 

10864066 
11141868 
11141874 
11386174 

11415051 
11875206 



Hs.96560 NM_022086 11545798 



mitochondrial ribosoma) protein L23 
(MRPL23), mRNA/cds=(54,515) 
clones 23667 and 23775 zinc finger 
protein (LOC57862), mRNA 
/cds=(182,161B) 

high affinity immunoglobulin epsilon 
receptor beta subunit (CFFM4), mRNA 
/cds=(148,868) 

megakaryocyte-enhanced gene 
transcript 1 protein (MEGT1), mRNA 
/cds={3,1151) 

interleukin 22 receptor (IL22R), mRNA 
/cds=(23,l747) 

interteukin 21 receptor (IL21R), mRNA 
/cds=(68 t 1684) 
interleukin 21 (1121), mRNA . 
/cds=(46,534) 

protein phosphatase 1, regulatory 

(inhibitor) subunit 11 (PPP1R11), 

mRNA /Cds=(1 99,579) 

retinoid X receptor, beta (RXRB), 

mRNA/cds=(179,1780) 

major histocompatibility complex, crass 

II, DR beta 4 (HLA-ORB4), mRNA 

/CdS=(58,948) 

Homo sapiens, Similar to hypothetical 
protein FU11656, done MGC:5247, 
mRNA, complete cds /cds=(1 49,271) 



Hs.288316 NM 022107 



Hs.99134 NM 022110 



1 1 54581 6 chromosome 6 open reading frame 9 
(C6orf9), mRNA /cds=(373 t 855) 

1 1 545822 DIR1 protein (NG7), mRNA 
/cds=(268,879) 



Hs.24633 NM 022136 11545870 SAM domain, SH3 domain and nuclear 

localisation signals, 1 (SAMSN1), 
mRNA /cds=(82,1 203) 
1111111 histamine receptor H2 (HRH2), mRNA 

^=(525,1604) 
1 1 641 262 caspase recruitment domain protein 9 
(LOC64170). mRNA/cds=(146,1246) 



Hs.247885 NM_022304 
Hs.271815 NM_022352 



Hs.294030 NM 022447 



13937360 topoisomerase-related function protein 
4-2 (TRF4-2), mRNA fcds=(336,869) 



Hs.15220 NM_022473 11968022 
Hs.28921 NM_0224B2 11968149 



zinc finger protein 106 (ZFP106), 
mRNA/cds=(335,5986) 
DNA sequence from done RP3- 
322G13 on chromosome 20p1 1.21-1 2.3 
Contains the gene for NTF2-reJated 
export protein (NXT1 ), a gene for a 
novel zinc finger protein with three 
isofbrm3, two isoforms for the 3' part of 
a novei gene, a gene for a novel protein 
similar to mouse and bovine beta- 
soluble NSF attachment protein (SNAP- 
beta), a novel gene similar to cystatin, 
another novel gene similar ro cystatin 8 
(CST8) with two isoforms, ESTs, STSs, 
GSSs and CpG islands /cds=(0,21 35) 

Hs.161786 NM_022570 13384603 C-type (caldum dependent, 

cartwhydrate-recognition domain) lectin, 
superfamily member 12 (CLECS F1 2), 
mRNA /cds=(7 1,676) 
12232484 interleukin 17E (IL17E), mRNA 

/cds=(258.791) 
13162284 hypothetical protein FU1 1000 

(FU11000), mRNA/cds=(223,780) 
13128993 hypothetical protein MGC2488 

(MGC2488), mRNA /cds=(553,1 170) 
1 31 291 1 1 hypothetical protein MGC2747 

(MGC2747Y mRNA /cds=(92,247) 
483 



Hs.302038 NM_022789 

Hs.302981 NM_024033 

Hs^67194 NM_024039 

Hs.250723 NMJ)24104 



GGTGGGACACGCCAAGCTCTTCAGT 
GAAGACAC GATGTTATTAAAAG CCT 



1 AGCTTGGTGTATACCTTGCAGGCACT 
AGTCCTTTACAGATGACAATGCTG 

1 AGGAAGAGCCACCTGCAAGATGGAC 
ACGAGCCACAAGCTGCACTGTGAAC 

1 GGGTGCAGCATGGCTCTAACAAGAG 
AAGAGATCACAGAAACGTGAGGATC 

1 TACATTCTCCCTTTAGCAACCTGAGT 
AAGAGACTCTCTGCCACTGGGCTG 

1 AACTCTTGGCCTCAGAGGAAGGAAAA 
GCAACTCAACACTCATGGTCAAGT 

1 AG G GAACAAG G G AGCAAG G GAACAA 
GGGACATCTGAACATCTAATGTGAG 

1 GTGGCCCCTGGACGGGTACAATAAC 

ACACTGTACTGATGTCACAACTTTG 
1 CCCCTACCCTGCCCCAATTCAATCCT 

GCCAATAAATCCTGTCTTATTTGT 
1 ACACGGAAGTGAAGATTCCTGAGGAT 

CTAACTTGCAGTTGGACACTATGT 
1 CGGTCCTTTTGCCATACACAGTTACA 

GAG ATCAG TCAAATCCATACCACC 

1 ATACCTGTGAGGACTGGTTGTCTCTC 
TTCGGTGCCCTTGAGTCTCTGAAT 

1 TCATCTACTTCAGGAATCAGAAAGGA 
CACTCTGGACTTCAGCCAACAGGT 

1 TGCTTCTTGAAATGGATTTAACAACA 
GCCAGGAGCTTCCTGTCAGTAACC 



CCCTCCCCACTGCTGCTGAGTCTGTC 
TGATGTT7TG GTTGTGTGAATAAA 
AGGAGGAACTGGGGAAGGTGGTCAT 
TCAG GGGAAGAACCAGGATGCAGGG 

TG G GAAAGTGTGAGTTAATATTG GAC 
ACATTTTATCCTGATCCACAGTGG 

TTAAAAGGAGCACATTAAAATTCTCA 
GAGGACTTGGCAAGGGCCGCACAG 
GCACACGCCATCTGTGTAACTTCAGG 
ATCTGTTCTGTTTCACCATGTAAC 

TTTTTCCCAGCTCGCCACAGAATGGA 
TCATGAAGACTGACAACTGCAAAA 

AAGAGAAATATATGCCCTAGAGCTGC 
TCCAGCACCCTTGGTTTCTGATTT 
ACAGACAGACTCGATG CCCACACAG 
CTTCACTCTTTGAGCAACATGGAAT 



G CACGGTGTGTTG C CACGATTTGACC 
CTCAACTTCTAGCAGTATATCAGT 



AGTGTAGTTACTAGTCTTTTGACATG 

GATGATTCTGAGGAGGAAGCTGTT 

TCACTGCCATACAGGTTTTCCAATAC 

ACAAGTGCTAGAAAATACACACAA 

TTGCTTGCCCTCCATGTCTTCCTAAA 

GAG C AGAACTTG GAGTTTCTCCTT 

AGAATGAGCCTGAATGTTGGTGGTTT 

TTGAAATCCTGACTTGGAGGTAAA 
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Table 8 

13375916 rrypotheHcal protein FLJ1 1583 

(FU1 1 583), mRNA /cds=(371 ,1 606) 
13489098 hypothetical protein FU12242 

(FU12242), mRNA/cds=(185,1057) 
1 3376244 C3HC4-type zinc finger protein (LZK1). 

mRNA/cds=(47,2l40) 
13376250 hypothetical protein FU22002 

(FU22002), mRNA /cds=(1 15,783) 
13376319 mRWA for KIAA1714 protein, partial 

cds/cds={0,3175) 
13376639 mRNA for putative N-acetyl transferase 

/cds=(208,2808) 
13469105 mRNA; cDNA DKFZp434C0814 (from 

clone DKFZp434C0814) 

/cds=UNKNOWN 
13489105 mRNA; cDNA DKFZp434C0814 (from 

clone DKFZp434C0814) 

/cds=UNKNOWN 
13489105 mRNA; cDNA DKFZp434C0814 (from 

clone DKFZp434C0814) 

/cds=UNKNOWN 
13376871 G6B protein (G6B), mRNA 

/cds=(0.725) 
13376873 G6C protein (G6C), mRNA 

/Cds=(54,431) 
13376877 CAT56 protein (CAT56), mRNA 

/cds=<264,1025) 
1 3449284 chromosome 6 open reading frame 31 

(C6orf31), mRNA/cds=(0,602) 
13540550 folate transporter/earner (LOC81 034), 

mRNA/cds=(128,1075) 
13569898 novel protein similar to archaeal, yeast 

and worm N2 t N2-dlmethylguanosine 

tRNA methyltransferase (C10RF25), 

mRNA/cds=(194,2395) 

14043041 chemokine (C-C motif) receptor 9 

(CCR9), transcript variant A, mRNA 

/cds=(157,1266) 
13775167 PRO0461 protein (PRO0461), mRNA 

/cds=(779,970) 
13899228 molecule possessing ankyrin repeats 

induced by lipopotysaccharide (MAIL), 

homolog of mouse (MAIL), mRNA 

/cds=(48,2204) 
141 96461 protocadherin gamma subfamily A, 2 

(PCDHGA2), transcript variant 1, 

mRNA /cds=(1 85,2983) 
14149943 602313002F1 cDNA, 5' end 

/clone=IMAGE:4422480 /done^ertd^S' 

14150008 hypothetical protein DKFZp586J1119 

(DKFZD588J1119), mRNA 

/cds=(27,2153) 
14150117 hypothetical protein MGC14595 

(MGC14595), mRNA /cds=(101,850) 
14150119 mRNA for WAA1823 protein, partial 

cds/cds=(52,1185) 
14150222 SH3 domain-containing protein 6511 

(LOC51 165), mRNA /cds=(215.1489) 
14192940 MEGF11 protein (MEGF11), mRNA 

/cds=(1 59,3068) 
14210505 zinc finger protein (LOC84524). mRNA 

/cds=(92,967) 
1421 1930 testes development-related NYD-SP21 

(NYD-SP21), mRNA/cds={76,2115) 

14249499 hypothetical protein FU14621 

(FU14621), mRNA /cds=(525,1 307) 
14249507 hypothetical protein FU14639 

(FU14639), mRNA/cds=(273,689) 
14249551 hypothetical protein FU14784 

(FU14784), mRNA /cds=(1 33,1 569) 
14249657 hypothetical protein MGC14376 

(MGC14376), mRNA /cds=(1 84,255) 
836427 60257501 2F1 cDNA, ff end 

/clone=IMAGE:4703258 /clone_end=5* 

807023 AL560682cDNA 

/done=CSODL004 YM1 9-<5-prime) 
691915 16b3cDNA 



CCTCG GCCCTGACAAACGGGGATCT 

TTTACCTC ACTTTG CACTGATTAAT 

TGGCTTGGCCTTCTCTTTGGTGATCC 

CACCCCCAGCCATTTGCATTGCTG 

AATGTTTCTCTTCCTGTGAGACTTACT 

AAAGCAACTTAGTGGCAAAAAGT 

AGTACTTGAGTAGTCTCAATAG GAGT 

GTATTTGTAGACAGCAGTTTCCCT 

ACCCTAGATGAGCTGTCCTGCTCCAG 

TAACATTCTTTTTCTAAAATCATT 

AACTAGAAGATGTACTTCGACAGCAT 

CCATTTTACTTCAAGGCAG CAAGA 

ATTTGAGTTCCTGTGTGTCCAAAACT 

GAGGCACCATGTTCTTTGAAAACA 

ATTTGAGTTCCTGTGTGTCCAAAACT 
GAGGCACCATGTTCTTTGAAAACA 

ATTTGAGTTCCTGTGTGTCCAAAACT 
GAGGCACCATGTTCTTTGAAAACA 

GTCCACAGCGGACCCTGCTGATGCC 

TCCACCATCTATGCAGTTGTAGTTT 

CAGGCTCCCATATGTACCCCATCCCC 

CATACTCACCTCTTTCCATTTTGA 

GTTGTATTGGCAAGAGGGAGGGGTG 

AGAGCTGTTG GAGAACTGAGAATGA 

GTACCATCCTCACCGTAGTCATCATC 

ATCGCCGCGCAGCACCACGAGAAC 

ATTTATCGTAAACATCCACGAGTGCT 

GTTGCACTACCATCTATTTGTTGT 

ATCGCTGAATATGTTGATCAGTGATG 

AGTTGGGCTTAATGCAAAGATCCT 



AGGCTATTTACTTCCATGCTTCTCCTT 
TTCTTACTCTATAGTG GCAACAT 

GGGACCCCCACCCAGTGAGTCAACA 
TAG GCTCATGTCAAGTTTGAAAATA 
TGGTGTGATATG AAC C AGTCCATTCA 
CATTG GAAAAACTGATG GTTTTAA 



TTTTTATCAG CGCCTCAATCTCTACTC 
GAAGAAGAAAGAGAAGAAACGTT 

CGCTGTCGCCTTAATCCAAGCCTACG 
TTTTCACACTTCTAGTAAG CCTCT 

CTGTCGGGCTCTGAAGCGAGCTGGT 
TTAGTTGTAGAAGATGCTCTGTTTG 

AGAAGCAGAATGCAGAAGGAGAATG 
AATCCTTTG GATACTTTCAAGGAC A 
TCTGGCACAGTCCAGCTCACAACAAC 
ATCAAGAG CAGAATTTGGAGACTT 
GGGACTTGACTTTCTTTCTG GACTGT 
TTGTATTGAAACAAAGTGGTGTCA 
AGCCTAAACATGTATACTGTGCATTTT 
ATGG GTGACTTTGAAAGATCTGT 
AGACTGGTGATTTGGAGTAGTTTACA 
AGATTCCTCATTCAGAGTGCCCTC 
TTGCCTCCTCCAATCTGTGTTCTCAA 
CTGTGGTTGCCACCTCATTAACTT 

TGGAACATACCACATGTAGAAAGGTT 

GAACTGGTTTTTCAGCTATAATGC 

TCACTTAGCCTTTCTGGTTTCCCTTC 

CTGTGCATTGCCCATTTTCTCATG 

AGCCAAGAGGTATATCGATGATGGAA 

ATTAGCCACATGTACACTACATTT 

CTTCACCGCCCTACTTCCACCTCCGC 

CCAGCCTGTAATGTTTATATAAGC 

CTTTCAGAGCCAGTTTGTCCAAGGCC 

AGCATCCCGTCTGGGAGATGCACC 

GCCGTATATTACTGTGC GAG AGGGC 
CGGAGTGGTTACTCGGTATGGACGT 
AGGCAAAAGCGCCTCACG CATTC TTG 
TTCCTTGTTTGCTTCTTCGGTTTT 
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Table 8 

726995 EST375308 CDNA 1 

642583 6024621 13F1 cDNA, 5' end 1 
/done=IMAGE:4575051 /done_end=5* 

3320135 Homo sapiens, clone MGC:1 2387 1 

IMAGE:3933019, mRNA, complete cds 

/cds={63,863) 
1575443 mRNA for HLA-C alpha chain 1 

(Cw*1701)/cds=(0,1118) 
1 791 068 immunoglobulin heavy chain variable 1 

region (V4-31) gene, partial cds 

/cds=(0,356) 
1791 202 immunoglobulin heavy chain \ 

region (VH4) mRNA. VH4-59 e 

partial cds /cds=(0,353) 
2078365 partial mRNA for Ig lambda light chain 1 

variable region, done MB91 (331 bp) 

/cds=(0,330) 

36405 Homo sapiens, Similar to major 1 
histocompatibility complex, dass II, DR 
alpha, done MGC:14114 
IMAGE:4309471 1 mRNA, complete cds 
/cds=(40,822) 

33351 DNA sequence from done CTA-246H3 1 
on chromosome 22 Contains the gene 
for IGLL1 (immunoglobulin lambda-like 
polypeptide 1, pre-B-cell specific), a 
pseudogene similar to LRP5 
(Lipoprotein Receptor Related Protein.), 
ESTs, Genomic markers (D22S414, 
D22S925, D22S926), CA repeats, 
STSs, GSSs and a CpG island 
/cds=(0,438) 

31441 mRNA for FU00043 protein, partial 1 

cds/cds=(0,4248) 
3761 6 V1 08 gene encoding an 1 

immunoglobulin kappa orphon 
3361 5 CLL-1 2 transcript of unrearranged 1 

immunoglobulin V(H)5 gene 

/cds={39,425) 
31 1 34 eukaryotic translation elongation factor 1 

1 beta2(EEF1B2), mRNA 
/cds=(235,912) 

2244651 mRNA for heat shock protein apg-2, 1 

complete cds /cds=(278,2800) 
2765424 mRNA for immunoglobulin lambda 1 

heavy chain /cds=(65,1498) 
2765424 mRNA for immunoglobulin lambda 1 

heavy chain /cds=(65,1 498) 
2765426 Homo sapiens, done MGC:1 2849 1 

IMAGE:4308973, mRNA, complete cds 

/cds=(24,725) 
33142 germline gene for the leader peptide 1 

and variable region of a kappa 

immunoglobulin (subgroup V kappa I) 
33146 germ line pseudogene for 1 

immunoglobulin kappa light chain 

leader peptide and variable region 

(subgroup V kappa I) 
33158 qg78c05JClcDNA,3'end 1 

/done=lMAGE:1841288 /done_end=3' 

1471308 tc35a11.x1cDNA,3 , end 1 
fclone=IMAGE:2066588 /done_end=3' 

1576904 tm30a06.x1 cDNA, 3' end * 1 
fclone=lMAGE:21 58066 /done_end=3* 

1670525 mRNA; cDNA DKFZp586F2423 (from 1 

done DKFZp586F2423) 

/cds=UNKNOWN 
1799239 Homo sapiens, calmodulin 2 1 

(phosphorylase kinase, delta), done 

MGC:1447 IMAGE3504793, mRNA. 

complete cds /cds=(93,542) 
1886149 golgi SNAP receptor complex member 1 

2 (GOSR2), mRNA /ccfe=(0,638) 

1885512 zr76a03.n Soares_NhHMPu_S1 cDNA 1 
done !MAGE:659292 5', mRNA 
sequence 



PCT/US01/47856 



TTAGAAAGAAAAGTCTTTTATTAGTAC 
TGTGTAGGGAAGGCTAAAGAAAT 
ACTGTGCGAAACGTACTGTATTACGA 
TTTTTGGAGTGGCCGAAGTAGTCC 

CAGACCCTGGTGATGCTGGAAACAG 
TTC CT C G GAGTG GAGAG GT7TAC AC 

GTCCAGCAACAGTGCCCAGGGCTCT 
GATGAGTCTCTCATCGCTTGTAAAG 
GTGTATTACTGTGCGAGAGCCTTCCG 
CCATCCCGGAGTACGTCCAATATG 

CCCGTCCCTCAAGAGTCGAGTCACC 
ATATCAGTAGACAAGTCCAAGAACC 

GGCTCCAGGCTCAGGATGAGGCTGA 
TTATTACTGCTGCTCATATACAAGC 

CCCTCACTGTCACCTTCCCGAGAATA 
CCCTAAGACCAATAAATACTTCAG 



TGAATGACTTCTATCTGGGAATCTTG 
ACGGTGACCTGGAAGGCAGATGGT 



ACCACTGTATGTTTACTTCTCACCATT 

TGAGTTGCCCATCTTGTTTCACA 

AGAACAGAGATGATTACACCTACGAA 

GTCTG AGTTATG GTGTGAGTTGGA 

TTCATCATTGCTTGCTTGCCTTCCTC 

CCTCCTGTCCGCTCTCACTCACTC 

TGGATGTGGCTGCTTTCAACAAGATC 
TAAAATCCATCCTGGATCATGGCA 

TGAAGAACGACCAAAATTATTTGAAG 

AACTAGGGAAACAGATCCAAGAGT 

GTCTACATACTTCCCAG GCACCCAGC ■ 

ATGGAAATAAAGCACCCACCACTG 

ATACTTCCCAGGCACCCAGCATGGAA 

ATAAAGCACCCACCACTGCCCTGG 

CCCAAGGCATCAAGCCCTTCTCCCTG 

CACTCAATAAACCCTCAATAAATA 

AAGGCAGAGATCTTGAGACCTAAGGA 
GTCTAGTTTAGGGCTTTGGTTGGA 

GTTGACATTAGAAGCAGGATTCTCTG 
GTACTCCCTCAGAAAATAGAATGC 



TTGGAGCG1 T I 1 1 GTGTTTGAGATATT 
AGCTCAGGTCAATTCCAAAGAGT 

GGTTGTGTCTCTGGTTTCCCCTTTTC 
CCCGTGGTTTTAATTTTTAAGAAC 

ACCATAGCAGACAGGGTCAGATGGA 
ATATTAGCG GTTTAGGTGAAGAACC 

ATCCACA7TCTT ACCTTTGGTAGTCA 
G GTTTGGCTACTTTGCAGCTCG CC 

TCTGTTACCACCTCTAAAATATTGGG 
GTGGAATAAAGCTGGGTTCTTGCA 



AAG GATGAAG GACTGATG GAGG G C A 
GAGGAACTG GAGGCAGCAGGCACAA 

AGATGTCTGTATAAACAACCTTTGGG 
TAGCAGGTGGTCAGTTAGGCAGGA 
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Hs.194460 AA258979 
Hs.5241 AA280051 



Hs.23128 AA2B2304 



NA 



AA282774 



Hs.89072 AA283061 

Hs.291448 AA290921 

Hs.211866 AA290993 

NA AA319163 

Hs.260238 AA332553 

Hs.343557 AA40164B 

Hs.186674 AA4020S9 

Hs.301985 AA412436 

HS.9691 AA418765 

Hs.24143 AA426506 

Hs.89519 AA429783 

NA AA457757 

Hs.82772 AA460876 

HS.13809 AA4765B8 



NA 



AL047171 



Hs.77868 AL513780 

Hs.30120 AL533737 

Hs^85401 AL540399 

NA AV689330 

Hs.90960 AV710415 

Hs.237868 AV716565 

Hs.127160 AV719938 

Hs.21536 AV720984 

Hs.22003 AV730135 

Hs.339896 AV755367 

Hs.301553 AW021037 

NA AW402007 



Table 8 

1894268 EST389427 CONA 

1 921 589 fatty acid binding protein 1 , liver 
(FABP1), mRIMA /cds={42,425) 

1925220 Homo sapiens, Similar to RIKEN cDNA 
4931428D14 gene, clone MGC:15407 
IMAGE:4309613, mRNA, complete cds 
/cds=(123,115l) 

1925825 Zt14g01.r1 NCI_CGAP_GCB1 cDNA 
done IMAGE713136 5', mRNA 
sequence 

1926050 hypothetical protein MGC461 8 

(MGC4618), mRNA/cds*(107,1621) 
1938772 EST388168 cDNA 



1938989 wh99f02a1 cDNA,3'end 

/clone=lMAGE:2388891 /donej-jncN? 

1971490 EST21341 Adrenal gland tumor cDNA 

5' end, mRNA sequence 
1984806 hypothetical protein FU10842 

(FU10842), mRNA /cds=(39,1307) 

2056830 601500320FlcDNA,5'end 

/done=IMAGE:3902237 /done_end=5* 

2056880 qf56fOBj(1cDNA l 3 , end 

/clone=IMAGE:1754051 /done_end=3' 

2071008 602435787F1 cDNA, 5' end 

/clone=lMAGE:4553684 /done_end=5* 

2080566 cDNA: FU23249 lis, done COL04196 

/cds=UN KNOWN 
2106769 Wiskott-Aldrich syndrome protein 

Interacting protein (WASPIP), mRNA 

/cds=(108.1619) 
21 12974 KIAA1046 protein (KIAA1046), mRNA 

/Cds=(577,1782) 
21 80477 aa92c03.n Strata gene fetal retina 

937202 cONA done IMAGE:838756 5\ 

mRNA sequence 
2185996 collagen, type XI, alpha 1 (COL11A1), 

mRNA /cds=(161 ,5581) 
2204779 mRNA for KIAA1 525 protein, partial 

cds/cds=(0,2922) 
5936355 DKFZp586F2018 rl 586 (synonym: 

hutel) cDNA done DKFZp586F2018 5\ 

mRNA sequence 
12777274 ORF (LOC51 035), mRNA 

/cds=(135,1031) 
12797230 cDNA/clone=CS0DF002YH09-{5- 

prime) 

1 2870508 colony stimulating factor 2 receptor, 
beta, low-affinity (granulocyte- 
macrophage) (CSF2RB), mRNA 
/cds=(28,2721) 

10291193 AV689330GKCcDNAdone 

GKCDJE03 5*, mRNA sequence 

10729044 602563938F1 cDNA. 5' end 

/done=lMAGE4688769 /done^endsff 

10813717 interieukin 7 receptor (IL7R), mRNA 

/cds=(22,1401) 
10817090 AV659177 cDNA, 3' end 

/done=GLCFUC08 /done_end=3' 
10818136 yf69a03.s1 cDNA, 3* end 

/done=lMAGE:27414 /done_end=3' 
1 0839556 solute earner family 6 (neurotransmitter 

transporter, GABA), member 1 

(SLC6A1), mRNA /cds= (234,2033) 

1 091321 5 ribosomal protein S1 2 (RPS12), mRNA 

/Cds=(80,478) 
5874587 karyopherin alpha 6 (importin alpha 7) 

(KPNA6), mRNA /cds=(55, 1665) 
6920693 UJ-HF-BK0-aao-g-02-0-Ul.n 

NIH_MGC_36 cDNA done 

IMAGE:3054530 5*, mRNA sequence 



PCT/US01/47856 



TGCTTGTCTTTTAAACACCTTCACAGA 

TATCATTTGCACCTTGCCAAAGG 

GGGTAGGCAGCTTGCACCCAGTTCT 

CCTTTATCTCAACTTATTGTCCTGG 

ACTTGGAACAGAAGAACTTCGGCAAC 

GAGAA CACTATCTCAAG CAGAAGA 



1 GCG GTGTCCCTGAGTG AGGGGAAAG 
TTGTAATAACACTTGTTCTCTCCTT 

1 ACGGC GTTCTGAAATTTAGCACACTG 
G GAAG TCCACATG G TTC ATCTGAA 

1 AATGAGATCACAGATGGTGACACTGA 
GCGGAAGGATGCAGTACCTCGGAG 

1 GGCTAGTGGTGTTCAGAGAAATACCA 
AAACGTGTTTTTATCATTGCTGGT 

1 AGCTGCCTCAGGAGGTTCTTAACATA 
TAG GAATGTAATTATC AGATTCAA 

1 AGGAAACCAAGCCCTCACAGGAAAG 
AAAGCCTGATTCAAGAAAACAAAGT 

1 GCTGGGGCTGAGAGAGGGTCTGGGT 
TATCTCCTTCTGATCTTCAAAACAA 

1 TCATGGACACAAACTTTGGAGTATAA 
GCGACATCCCTTAAGCAACAGGCT 

1 GCCATTTTCCCTCCAGAAACAAAACC 
AAGATAATTTATCCTGAACACGGT 

1 TGTTTGTACCACTAGCATTCTTATGTC 
TGTACTTGAACGTGTAGTTAGCA 

1 AGGACCATAGGGAAGAGCCAGCCTT 
GCCTTTTCTTATATGATTTTGTTTA 

1 CCTGGGTTGCCTTGTAATGAAAAGGG 
AGATCGAG CC ATTGTACCACCTTA 

1 AGCTGTTTAATTGAATTG GAATC G TT 
CCACTTGGAACCCAAGTTTGGAAA 

1 TCGTTCTACGTTATCTCATCTCCTTGT 
TTTCAGTGTGCTTCAATAATGCA 

1 TGTTTTTGCTTCCTCAGAAAC 1 1 I I I A 
TTGCATCTGCCATCCTTCATTGG 

1 TGCACTTACTCATTAGTTTTTAGTTTG 
AACTCTCCTGCGAG GTCTAATGT 

1 TG GTTCTTCTGATG AG CAAGG G AACA 
ACACTGAGAATGAGGAGGAGGAGT 

1 AAGCAAGAGATTGTAAACCGGGTACA 
GATCCAAG AGATGAGAGAGGAC CC 

1 CGTCTACTGCGGAAAAGTCAGGGGA 
AACTGCCAAACAAAGGAAAATGCCC 



GTGTTTGACTTCACTGCTGCGAAATG 
ACTGTCTCCTGGCTAGTAGGATCT 
ATGTGGGAGGGGCATGGCAGCTATG 
AAGGACCTCCTACCTCTGGTTTCTG 

CCAGCCTTTGCCTCTTCCTTCAATGT 
GGTTTCCATGGGAATTTGCTTCAG 
ACCTTGTAAGTG CCTAAGAAATGAGA 
CTACAAGCTCCATTTCAGCAGGAC 
GCCGAGATCTGCTCAGACTACATGG 
CTTCCACTATAGGGTTCTACAGTGT 
ATGTCTATAAATGGTGTCATAACTAG 
AGCACGGG C GTTATGTAAGTTTCT 



TGAGTCGTATTACAATTCACTGGCCG 

TCGTTTTACAACGTCGTGACTGGG 

ACATAGGCGAAGAAAACATGGCATTG 

AGTGTGCTGAGTCCAGACAAATGT 

GTGCAGTCCATCAGATCCAAGCCTGT 

CTCTTGAGGAACAACCGCGCAGAC 
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MA 


AW499658 


4949 


Table 1 


NA 


AW499828 
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Hs.1 45668 


AW500534 


4951 


Table 1 


Hs.1 20996 


AW504293 


4952 


Table 1 


Hs.1 94589 


AW945538 


4953 


Table 1 


NA 


BE177661 


4954 


Table 2 


NA 


BE253336 


4955 


Table 1 


Hs 343565 


8E540808 


4956 


Table 2 


NA 


BE569141 


4957 


Table 1 


Hs.271272 


BE737348 


4958 


Table 2 


Hs.20225 


BE792125 


4959 


Table 1 


Hs.31314 


BE872245 


49B0 


Table2 


NA 


BE8B4898 


4961 


Table 1 


Hs.250824 


BE887646 


4962 


Table 1 


NA 


BE896691 


4963 
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Hs.337986 


BFO 33741 


4964 


Table 1 


Hs.268177 


BF339088 


4965 


Table 1 


Hs.2554 


BF341359 


4966 


Table 1 


Hs.334825 


BF530382 


4967 


Table 1 


Hs.79530 


BF663116 


4968 


Table 1 


Hs. 46677 


BF6S7691 

Brow w& 1 
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'Hs.27590 


BF671020 


4970 


Table 1 


Hs.71331 


BF691178 


4971 


Table 1 


Hs.337534 


BF965068 


4972 


Table 1 


Hs.334691 


BF965438 


4973 


Table 1 


Hs.279681 


BF965960 


4974 


Table 1 


Hs.5324 


BF966028 


4975 


Table 1 


Hs.1 79902 


BF966049 


4976 


Table 1 


HS.109441 


BF969847 


4977 


Table 2 


Hs.289721 


BF981634 


497B 


Table 1 


Hs.125819 


BG034799 


4979 


Table 1 


Hs.34906 


BG1 11773 



Table 8 

71 1 1 531 UWF.BROp^frc-07-0-Uhr1 
NIH.MGC.52 cDNA clone 
fMAGE:3074677 5*. mRNA sequence 

7111870 UI-HF-BNO-ake-c-06-0-Ul.r1 
NIH_MGC_50 cDNA clone 
MAGE:3076619 5", mRNA sequence 

7113240 fmfc5cDNA/ctone=CR6-21 

7141960 serine/lhreonine kinase 1 7b (apoptosis- 

indudng) (STK17B), mRNA 

^=(261,1379) 
8123293 AV703056cDNA,5'end 

/done=ADBCMB06 /done end=5* 
8656813 RC1-HT0598^)2030tW)1li02HT0598 

cDNA, mRNA sequence 
9123402 601 117146F1 N1HJYIGCJ6 cDNA 

ctone IMAGE:3357826 5\ mRNA 

sequence 

9769453 601510248F1 cDNA, 5' end 

/done=IMAGE:3912Q34 /clone.end=5' 

9812861 60133B954F2NIHJ/IGC_53cDNA 
clone IMAGE:368118Q 5\ mRNA 
sequence 

10151340 DKFZD434K1715 rl cDNA, 5' end 

/done=DKFZp434K1715 /done_end=5' 

1 021 3323 tuftelirMnteracting protein (HP39), 

mRNA ^=(263,2776) 
1 0321 021 retinoblastoma-bi nding protein 7 

(RBBP7), mRNA /cds=(287 l 1 564) 
10333674 601506831F1 NIH MGC 71 cDNA 

ctone IMAGE:3908551 5*, mRNA 

sequence • 

10343176 cDN*FLJ23435 fis. clone HRC12631 

/cds=UNKNOWN 
10361375 601440131F1 NIHJvlGC_72 CONA 

clone IMAGE:3925062 5', mRNA 

sequence 

10741453 Homo sapiens, clone MGC:17431 

tMAG&29848B3, mRNA, complete cds 

fcd$={1 336,1494) 
1 1 285508 phosphoGpase C, gamma 1 (formerly 

subtype 148) (PLCG1), mRNA 

/cds=(76,3948) 
11287850 slatyltransferase 1 (beta-galactoside 

alpha-2,6-sialytransferase) (SIAT1), 

mRNA/cds=(310,1530) 
11617745 cDNA FU14752fis, clone . 

NT2RP3003071 /cds=(205,1446) 
11937011 M5-14 protein (LOC51300), mRNA 

/Cds=(186 t 1043) 
11941516 PRO2000 protein (PRO2000), mRNA 

/cds=(650,1738) 
11944915 hlstone acetyftransferase (MORF), 

mRNA/cds=(315,6536) 
1 1 976586 hypothetical protein MGC5350 

(MGC5350), mRNA /cds={1 89,995) 
12332283 602268833F1 cDNA, 5' end 

/done=IMAGE:4356776 /done_end=5' 

12332653 hypothetical protein FU22427 

(FU22427). mRNA/cds=(40,2631) 
12333175 heterogeneous nuclear 

ribonudeoprotein H3 (2H9) (HNRPH3), 

transcript variant 2H9, mRNA 

/cds={1 18,1 158) 
12333243 hypothetical protein (CL25022), mRNA 

/cds^157,1047) 
12333264 transporteMIke protein (CTL1), mRNA 

/bds=(0,1964) 
12337082 cDNA FU 14235 fis, done 

NT2RP4000167 /cds=<82,2172) 
12384446 cDNA: FU22193 fis, done HRC01108 

/cds=UNKNOWN 
1 2428456 putative dimethyladenosine transferase 

(HSA9761), mRNA/cds=<78,1019) 

12605279 601820448FlcDNA,5'end 

/done=IMAGE:4052578 /done_end=5' 



TGGTG GCAAATCTGATTTTTGGAAAC 
GAGTATTG GAGGACTATAAAACAA 

ACATTTCTTGTTGGCACTACAGCAAC 
CACATACAGTACAGACAACCTCCA 

CCTGGCACATGTTGTCTGGAGTCTGG 
CACACTG GTTATGAATAGCACATT 
CTGTG GTCTGTTATATGAGAGAGATC 
CTTTAACT AGAGCAAAGAGGGAGT 

TCTCTCACTGTTATCATTTTTGCACAG 

GTGGTTTCAGCAGCTTGATGCCA 

AATCACAGCAGTAACTCCCAGTAGGA 

AAGATTCTCAAAGGAATAGTTCTT 

CCTGGCCTTCAAGAAGTCGTAGTGG 

CTA7TTTCTTTGGACAAAAGTAAGA 

ATAGACAGACGGAGGTCCTGATATCC 
ATGGGCCAACGGCTTGGATTATTC 

GATATTGGTAGTAAAGGGGTTACCTG 
TGAACTTCCAAAATTCCTTGGGGC 

GGTGGAGAATCAAAACGACCC CGCA 
AATAAACATGG CGATTTGG CTTG GG 

GATATCAGACAGCATCGTCTCTGCGA 
GCACAAAGATCTGTTTGCTGAGCA 
ACATTTTATAAGGCATTTGTGTTAG CC 
ACTCAGTCATCTTTGGGTG CTGC 
ATCTGGAGTGGGACCCTTCAAACCAT 
GTCTGTGCTTATG CGGGAAACAAT 

AATTAACGGCCATCACACCCACGACT 
GACGGTGATCAAACAAATTCACAG 
GACAGTACTCCTAAGACCCCTGTGTG 
TGTCCCGATGAGATCATGACTGGG 

CTGTGATATTTTGGTCATGG GCTGGT 
CTGGTCGGTTTCCCATTTGTCTGG 

CTCATAGCATAGCCAGCATTCAGCAC 
ACACAAACCTACTGCCCACATTTG 

CACATTTGAAGGCCAAAGGGAAAACG 
GGGGAAGCGGAAGGGTTGGATTGG 

TACGAC CACTGAG AAACGGGCCACC 

CGGCACACGGATCTTGGAACACAAA 

CTCAGTGTAGGGCAGAGAGGTCTAA 

CACCAACATAAGGTACTAGCAGTGT 

AGGTTGTGGGGAGTATGTTTGGACCA 

AAAATTAAAATATTGTG GGAGGGA 

TGATAGCTCACTTAGTTAATTGTTTTG 

AAGCAAATTTTGGGTTGGATGGG ■ 

ACTACTGCTTGCGTACCTCTCCGCTT 

TCCCTCTCCTTACTATCGACCATA 

GGTCCGACCAATTAATGACTCCATGA 

TCGGCCTCGGTTTTCACAAACCTT 

AGACAAAGAGAGCATAAATATAGCTC 
TACTCATG GGTACCATACCAGTGT 
GCAGGTTATCGCAAGATGTCTTAGAG 
TAGGGTTACGGTTCTCAGTGACAC 



AAATG G CTTTACCAAACATTGTCAGT 

ACCTTTACGTGTTAGAAGG CATTT 

CTTTCCACAGCAATTGTTTTGTACGA 

GGGGCCTTACAGCGCGGTCCACTT 

CCCTACTTGATTAAAGATTGAGGTGG 

AATTCTAGATGTGGTCATTCGTGT 

ACAGAGAGTCACCCGCGAGTACGAA 

ACAGGCACATTTTTAGAAACTCACA 

AGAAATGGTACGGGGAATGTGAATAA 

CACGAAATGGTATGGGGAAATGTG 

CACAACGGGTCTTAATGACGACGGAA 
AGATACATCCATCGGTATGAACGC 
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NA 


BG 118529 
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Hs.285729 


BG163237 
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Table 2 


Hs.111554 


BG 164898 
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Table 1 


Hs. 193482 


BG 165998 
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Table 1 


Hs.83731 


BG1 79257 


4985 


Table 1 


Hs.278428 


BG286817 


4986 


Table 1 


Hs.173830 


BG289048 


4987 


Table 1 


Hs.129872 


BG290577 


4988 


Table 1 


Hs. 170980 


BG387694 


4989 


Table 1 


Hs.266175 


BG391695 


4990 


Table 1 


Hs.58643 


BG397564 


4991 


Table 1 


Hs.24054 


BG489375 


4992 


Table 1 


Hs.29131 


BG497765 


4993 


Table 2 


Hs.172089 


BG501063 


4994 


Table 1 


NA 


BG501895 


4995 


Table 1 


Hs.3280 


BG505961 


4998 


Table 1 


Hs.279009 


BG532345 


4997 


Table 1 


Hs.74647 


BG536394 


4998 


Table 1 


NA 


BG542394 


4999 


Table 1 


Hs.83077 


BG547627 


5000 


Table 1 


. Hs.301497 


BG566035 


5001 


Table 1 


HS.343475 


BG566964 


5002 


Table 1 


Hs.11050 


BG571068 


5003 


Table 1 


Hs.194110 


BG571747 


5004 


Table 1 


Hs.306155 


BG572371 


5005 


Table 1 


Hs.301756 


BG573202 


5006 


Table 1 


Hs.79101 


BG 575739 


5007 


Table 1 


Hs.172780 


BG611117 


5008 


Table 1 


Hs.5064 


BG614405 


5009 


Table 1 


Hs.86437 


BG615272 



Table 8 

12612035 602348464F1 NIH_MGC_90 cDNA 
done IMAG&4443519 5', mRNA 
sequence 

12669951 60201 3364F1 cDNA, 5' end 

/done=lMAGE:414935l /done_end=5' 

12671532 ADP-ribosylation factor-like 7 (ARL7), 

mRNA/cds=(14,592) 
1 2672701 cDNA FU1 1 903 fis. done 

HEMBB1000030 /cds=UNKNOWN 
1 2685889 CD33 antigen (gp67) (CD33), mRNA 

/cds=(12,1106) 
13040034 progestin induced protein (DD5), 

mRNA/cds=(33,8432) 
13044499 602383666F1cDNA,5*end 

/done=IMAGE:4512712 /done_en*=5' 

1 3047679 sperm associated antigen 9 (SPAG9), 

mRNA /cds=(1 10,2410) 
1 3281 1 40 cell cyde progression 2 protein 

(CPR2), mRNA /cds={126,1691) 
13285143 cDNA FU20673 fis, done KA1A4464 

/cds=(1 04,1402) 
13291012 602438603F1 cDNA, end 

/done=IMAGE:4564968 /done_end=5* 

1 3450885 hypothetical protein GL009 (GL009), 

mRNA/cds=(77,628) 
1 3459282 nuclear receptor coactivator 2 

(NCOA2), mRNA/cds={162,4556) 
1 3462580 mRNA; cDNA DKFZp586l2022 (from 

done DKFZp586l2022) 

/cds=UNKNOWN 
13463412 602548201F1 NIH MGC 61 cDNA 

done IMAGE:4654344 5\ mRNA 

sequence 

13467478 caspase 6, apoptosis-related cysteine 

protease (CASP6), transcript variant 

alpha, mRNA tcxte=(TB,959) 
1 3523883 matrix Gla protein (MGP), mRNA 

/cds=<48,357) 
1 3527940 T-cell receptor active alpha-chain 

mRNA from JM cell line, complete cds 

/cds=<136,969) 
13534627 602571 761 F1 NIHJ/IGC77 cDNA 

done IMAGE:4696046 5', mRNA 

sequence 

1 3546292 interleukin 1 8 (Interferon-gamma- 
indudng factor) (IL18), mRNA 
/cds=(177,758) 

1 3573688 arginine-tRNA-protein transferase 1 -1 p 
(ATE1) mRNA, alternatively spliced 
product partial cds /cds=(0,1544) 

13574617 601 556208T1 cDNA, 3' end 

7done=lMAGE:3826392 /done_end=3' 

13578721 mRNA; cDNA DKF2p434C0118 (from 
done DKFZp434C0118); partial cds 
/cds=(0,1644) 

13579400 hypothetical protein PRO2730 

(PRO2730), mRNA /cds=(1 83,596) 

1 3580024 chorionic somatomammotropin 

hormone 1 (placental lactogen) (CSH1), 

transcript variant 2, mRNA 

/cds=(1 16,888) 
13580855 Homo sapiens, done MGC:17544 

IMAGE:3462146, mRNA, complete cds 
• /cds=(256,894) 
1 3583392 cydin G1 (CCNG1), mRNA 

*/cds=(187,1074) 
13662488 60234301 6F1 CDNA, 5* end 

/done=lMAG E4453466 /done_end=5 l 

1 3665776 60249091 0F1 cDNA, 5* end 

/done=IMAGE:4619835 /done„end=5' 

13666643 602411 368 F1 cDNA, 5 1 end 

/done=DVlAGE:4540096 /done_end=S' 



TGTTCTTGTGCTGCTGTTATCTATACT 
ATTTTTGTTC GTG C CTTCTGACT 

GTCTGGGTGCCAACTTGAGACAGGT 
GGTCTAGGAAATTG CGGTAAGAGCG 

CCCCTGGTTTTCTCGTTCTGCCTCCT 
TTGGACCTGTGTTTGTTTTCTGCT 
CCCTTAGAATG GTTACTGCCCTTGAA 
TTAACTTGACACAACTTGG GTTGG 
AG G CTG ATTCTTG GAGATTTAA CACC 
CCACAGGCAATGGGTTTATAGACA 
TCTCCTTTCAGTTCCTTTGTAGGATTT 
CTGGGCTTGAAGGATAGTCTTCA 
ATACTGTGTGATTTGCCCTTGCTGTC 
CAACCCTGTTCTTG CTGC GATTTA 

AGAATGTCCCACTTGCTGTCTCTTAG 
AGGCTGAGCTTCATTTCTATGAGC 
CAACCTCTGGAGAGTGCCTACTGTTA 
GAAG CTGAAG G GATGTCAAAGTCA 
CTTTAAATCTTAGATTGCTCCGCACA 
GATAAAGAGAAC CAGG ATTGGGGC 
GCCTCAGTACAG AGGGG GCTCTGGA 
AGTGTTTGTTGACTGAATAAACGGA 

AG GACTTAACG G GAATACGG G AATAA 

CTCCAATTACTTCATCTCTAGGGC 

TGCCTAAGAGCAAAGCATCCTCTGCG 

ACAAAAGAAAATTACTGTAGTGGC 

AAACACACAGGAAAAGGGCAAAGGG 

GGCACCAGGAGAACCGGGAGACAAA 

GACATGGAGCCC CCGGAAAAGCGGG 
TCTGGACACCAAGTCGATGTGTGAG 

ACAGAATCAGATTTTGCAGGTGTCCA 
ACCTATAGTGGCTAAGAATTATGT 

AAACTGTTTGGAG AATTTAAG CACTC 
TCTGATGGGGGACAACTCTATGGA 
AATAATTG GTCTTTTAAAC AAACAC G . 
GAAGTTTGGTG GAATCGGTCATGT 

TGTGGCGATTAAGAGAGGTGAAGCAT . 
AACTGATTTGCAG GATATGGTTTG 

G C AGAACTCTAATTGTACGG GGTCAC 
AGAGGCGTGATATGGTATCCCAAA 

TGGAGATCCTTCTACTTGGCTGCTGT 
ATTCATG CATTATGTTGGTTTGAG 



ATTTGTACCAAATCTTTG G GATTC ATT 
GGCAAATAATTTCAGTGTGGTGT 

GGTTTTAGCAGTTCTTTAGCCCGTGG 
TATTTCAGTGTTGGGTTTCATAGC 

G G GAG CCATAAGAACGACTCCAAAAA 
GAGCCCCAAAGGAGGACAAGGGGG 

TCAG G GTCTTG G ATA CTCAAGAGAAA 
G G AGACTTGTG GTTAATGTTTG GA 



TCCTTAGCACACGAAAAAGCCCCTTC 
C C CTG GATTCATGTTTCTTATTTC 

AAGCAAGTAGACACCTTCATAACTAT 
GAATGAAGCTGCTGAAGTAGTGTT 
TCCATTAAAGATCGC AAATGTTGAG G 
TCCTGTAGCCTGAAAACTCTCTGC 

CTGATTCAAAC AG GTTCCAACGTAAA 
ACGTTCACACTTCCACCATTTCCT 

TGATGTTGGTATGCTTGCCCTGTTAC 
TTATAGACAGTCTTTGTCATAGGC 
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Hs.1 11911 BG617515 



Hs.326392 BGB18351 



NA 



BGS22313 



Hs.173334 BG674441 

Hs.343615 BG675211 

Hs^509D5 BG675766 

NA BG676788 

Hs.21812 BG676903 

Hs.171802 BG678827 

Hs.12396 BG679427 

Hs.4248 BG679682 

Hs.182937 BG681320 



NA 



BG682704 



Hs.250465 BG707615 

Hs.235883 BG708357 

Hs.1 19960 BG709079 

Hs.87908 BG709315 

Hs.10056 BG720359 

Hs.6986 BG723274 

Hs.181392 BG740787 

Hs.86543 BG743518 

Hs.77202 BG743900 

Hs.95835 BG747862 

Hs.204959 BG758569 

Hs.37617 BG760189 

Hs.182447 BG766957 

Hs.301226 BG768471 

Hs.301226 BG768471 

Hs.124675 BG772661 

Hs.301226 BG775621 

Hs.180450 BG820B27 



Table 8 

13668888 602540462F1 cDNA, 5* end 

/done=lMAGE467l5l9 /done_end=5* 

1 3669722 son of sevenless (Drosophila) homolog 
1 (SOS1), mRNA/cds={0,3998) 

13673684 602646981 F1 NIH_MGC 79 cONA 
done IMAGE4768413 5', mRNA 
sequence 

1 3905837 ELL-RELATED RNA POLYMERASE II, 
ELONGATION FACTOR (ELL2), 
mRNA /Cds=(0,1 922) 

13906607 602621493F1 cDNA, 5" end 

/done=lMAGE:4755166 /donejsnd^ 

13907162 hypothelicaJ protein (LOC51234), 

mRNA/cds=(0,551) 
13908185 602623378F1 NCI CGAP Skn4 cDNA 

done IMAGE:4748322 5\ mRNA 

sequence 
13908300 AL562895cDNA 

/done=CS0DC021 Y020-{3-prime) 
13910224 RST31551 cDNA 

13910824 602302446F1 cDNA, 5' end 

/done=iMAGE:4403866 /done_end=5* 

1391 1059 vav 2 oncogene (VAV2), mRNA 

/cds=(5 t 2641) 
1 391 271 7 peptldylprolyl isom erase A (cydophili n 

A) (PPIA), mRNA /cds=(44,541) 

13914101 602629666F1 NCI_CGAP_Skn4 cDNA 
done IMAGE:4754273 5', mRNA 
sequence 

13984138 mRNA; cDNA DKFZp434E2023 (from 

done DKFZp434E2023) 

/cdS=UNKNOWN 
1 398561 8 602628774F1 cDNA. 5' end 

/done=lMAGE:4753483 /done_end=5' 

1 3987060 mRNA; cDNA DKF2p727G051 (from 

done DKFZD727G051); partial cds 

/cds=(0,1423) 
13987530 Snf2-related CBP activator protein 

(SRCAP), mRNA/cds=<210,9125) 
13999546 hypothetical protein FU14621 

(FU14621), mRNA/cds=(525,1307) 
1 4002461 glucose transporter pseudogene 

/cds=UNKNOWN 
14051440 major histocompatibility complex, dass 

I, E (HLA-E), mRNA /Cds=(7,1 083) 

14054171 602495247F1 cDNA, & end 

/done=IMAGE:4609330 /done_end=5* 

14054553 protein kinase C, beta 1 (PRKCB1). 

mRNA/cds=(136,2151) 
14058515 RST8356CDNA 

14069222 hypothetical protein FU14886 

(FU14886), mRNA/cds=(111,1169) 

14070842 602144947F1 cONA, 5* end 

/done=IMAGE:43Q8683 /done_end=5 , 

1 407761 0 heterogeneous nudear 

ribonudeoprotein C (C1/C2) (HNRPC), 

transcript variant 1 , mRNA 

/cds=(191,1102) 
14079124 mRNA for KIAA1085 protein, partiai 

cds/cdsKO.USS) 
14079124 mRNA for KIAA1085 protein, partiai 

cds/cds*(0,1755) 
14083314 ob1 3b08.s1 cDNA, 3' end 

/done=lMAGE: 1323543 /done_end=3* 

14045938 mRNA for KIAA1 085 protein, partial 

cds/cds=(0,1755) 
141 68214 ribosomal protein S24 (RPS24), 

transcript variant 1 , mRNA 

/cds=(37,429) 



PCT/US0 1/47856 



1 GGTCTTTGTCCCAGTAGAGTTCATAG 
TCTATTTAGTGTGCATGTTTTTCC 

1 TTGTGTC CAAAAGTGTTAACGAAGAC 
TACTTAACCCAATGATTGGCGCGA 

1 ATGCGTGGATATTGAGAACTTAGGTG 
TCTAATGGGGAGGATTATTGCTGT 

1 AAGCATTTCCATTTCAACGAGTTTGT 
CAGCTTTATTAATGTTGGGCAAAA 

1 AAACCTACCACTTTAAGAAGACAGCG 
ATGGGTAATTCTTTATTGGCAGGT 

1 ATTCAGCATTAGTTTCTCACATCTTCC 
CCCAGGTATCC CCAACAG AATTA 

1 ACACCTCTCTTAGGGCTCCATCAAAC 
AGAACTTTTAGACTGAGTAACGCT 

1 AAGTTTGTGCAG CACATTC CTGAGTG 
TACGATATTGACCTGTAGCCCAGC 

1 ACCATGAACAGTGTG7TGCTTCAGAC 
TATTACAAAGAGAATGGGGCAGGT 

1 ti l l I G AAAAGTATGTTTGGTAGAAAT 
TAGTTGTATGCCCTCAGGACGGT 

1 GAAATTAGTGTGAACATGTGG GAAGC 
C CGATGCATGTGG GTCAG GGATCT 

1 TCCCTGGGTGATACCATTCAATGTCT 
TAATGTACTTGTGGCTCAGACCTG 

1 CAGACAGCACAGCCTGAGGGTAGCA 
GCAGCCACCCATGTTCAGGTAAGTC 

1 GCCATGAGGTGGAGGACGTGGACCT 
GGAGCTGTTCAACATCTCGGTGCAG 

1 TCTGCACCCAAACAAATACCTTTTGA 
GATTTCTTATAGG CATTCCTCTCG 

1 GAAGCTCTGCCGCAGCGCCAGGCAC 
TTCCTACACCACTACTACGTCCACG 

1 CAGCTCGGACCACCGCCACCTCCCT 

TTTTATTTACAGATCACCCAGTAAG 
1 GGTCCCCTCCTGGAGACTCCCTCAC 

AAAATCTTTCCCCAAGCTGTTCCCC 
1 TGAATG GGCGTTTATCTTAATGACCA 

GTTATTGACCAAAGTGTACTCAGA 
1 AGCCTATTCCTATTCTCTAGCCTATTC 

CTTACCACCTGTAATCTTGACCA 

1 GCAATGGGCGGCCAACTATGAACCC 
TACGTGGTGGTGCCACGAGACTGTC 

1 GCCTGGAGCTTGGCTTTGTATCCAAG 

TGTATGGTTGCTTTGTCTAAGAGG 
1 AGGGAGACTCTCAGCCTTCAGCTTCC 

TAAATTCTGTGTCTGTGACTTTCG 
1 AGCCTACAAGCCACCTCGCCACTGT 

GAACTTGTCGTCACTCTTGGATGTC 
1 CCTGCTCACAGACCAGGAACTCTACA 

AGCTGGACCCTGACCGGCAGTACC 

1 AGCAGTTCCACAGTGTTTCACACTAC 
AGGATTTAAATATTTTGCTCCAGA 



CCTTTATCCACCTGGATTTTAGGGAC 

AAACACTGAAAACGAATAAGTCCA 

CCTTTATCCACCTGGATTTTAGGGAC 

AAACACTGAAAACGAATAAGTCCA 

CAGAGAACGAAAGTCAAGTGCAGCG 

AGTTG GGTGGAAGCTGATAGAGCAA 

CCACAAACCATTCAGATCAGGCACTT 
G CTGAC C CTG GTTCTTAAG GACAC 
AAGAAACTATGTAGCATAGTGTCTTA 
ACACCTCAGTAAAGTAAGCTGGCC 
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Hs.1432 BG913430 

Hs.247474 BG913498 

Hs.72988 BI086609 

Hs.288036 BI086741 

Hs.131887 B1090806 

Hs.287797 BI091791 

Hs.146381 BI092128 

Hs.75249 BI092568 

Hs.73965 BI093470 

Hs.1 04679 BI094249 

Hs.7905 BI193299 

Hs.217493 B1195901 

Hs.33026 B1198202 

Hs.179661 BI222978 

Hs.23158 BI224666 

Hs.218387 H03298 

Hs.178703 H56344 

NA H57221 

Hs.74002 H81660 

Hs.5122 N31700 

NA R11456 

Hs.208603 R64054 

NA R85137 



NA 



NA 



T80378 



T80654 



Hs.44189 W00466 

Hs.306117 W16552 

Hs.17778 W19201 

Hs.340717 W25068 

Hs.8294 W80882 

Hs.133543 AA251316 

HS.96487 AA524555 



Table 8 

1 4293906 protein kinase C substrate 80K-H 

(PRKCSH), mRNA/cds=(136,1719) 
14293974 hypothetical protein FU21032 

(FU21032), mRNA/cds=(235,1005) 
14504939 signal transducer and activator of 

transcription 2, 113kD (STAT2), mRNA 

/cds=(57,2612) 
14505071 tRNA isopentenylpyrophQsphate 

transferase <IPT), mRNA 

/cds=(60,1040) 
14509136 602415255F1 cDNA, 5' end 

fc!one=lMAGE:4523725 /done_end=5* 

14510121 mRNA for FU00043 protein, partial 

cds/cds=(0,4248) 
14510458 RNA binding motif protein, X 

chromosome (RBMX), mRNA 

/cds=(1 1,1186) 
14510898 mRNA for KIAA0069 gene, partial cds 

/cds=(0,680) 
1 451 1 800 splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA/cdS=(155,820) 
14512579 Homo sapiens, done MGC:18216 

IMAGE:4156235, mRNA, complete cds 

/cds=(2206^373) 
14648319 SH3 and PX domain-containing protein 

SH3PX1 (SH3PX1). mRNA 

/cds=(43,1830) 
14650921 annexin A2 (ANXA2), mRNA 

/cds=(49,1068) 
14653223 mRNA for FU00037 protein, partial 

Cds/cds=(3484,3921) 
1 4676422 Homo sapiens, tubulin, beta 5, clone 

MGC:4029 IMAGE:3817988, mRNA, 

complete cds /cds=(1 705,3039) 
14678110 600943902F1 cDNA, 5' end 

/done=WAGE:2966352 /clone^end^ 

866231 tc88c11.XlcDNA,3 , end 

/clone=IMAGE:2073236 /done_end=3' 

1004988 AV716627 cDNA, 5' end 

/c!one=DCBBCH05 /done_end=5* 
1 01 0053 yr08e08.n Soares fetal liver spleen 

1NFLS cDNA done IMAGE:204710 5\ 

mRNA sequence 
1 059749 mRNA for steroid receptor coactivator 

1e/cds=(201,4400) 
1 1 52099 60229301 5F1 cDNA, 5' end 

/done=IMAGE:4387778 /done_end=5' 

764191 yf46a09.r1 Soares fetal liver spleen 
1NFLS cDNA done IMAGE:129B80 5* 
similar to gb|M87943|HUMAALU4 

835933 7f01d1Uc1cDNA,3'end 

/done=IMAGE3293397 /done_end=3' 

943543 yo41c07.r1 Soares adult brain 

N2D4HB55Y cDNA done 

IMAGEH80492 5\ mRNA sequence 
698687 ydOScOtrl Soares infant brain 1NIB 

cDNA done IMAGE:24693 5*. mRNA 

sequence 

703539 yd22a08.r1 Soares fetal liver spleen 

1NFLS cDNA done IMAGE:108950 5*. 

mRNA sequence 
1271875 yz99f01.s1 cDNA, 3* end 

/done=IMAGE:291 1 93 /clone_end=3' 
1290934 capicua protein (CIC) mRNA, complete 

cds/cds=(40,4866) 
1 295429 neuropifin 2 (NRP2), mRNA 

/cds={0,2780) 
1302933 we5Sc01.x1 cDNA,3'end 

/done=lMAGE:2345280 /done_end=3' 

1391906 K1AA0196 gene product (K1AA0196), 

mRNA/cds=(273,3752)- 
1886279 EST378950 CDNA 

2265483 7q23f06jd CDNA, 3' end 

/done=lMAGE:3699226/done end=3* 



PCTAJS01/47856 



1 AGCAG GAGACAGCTTCCTGATCTAGA 
TGTAC AATTAGAGTTTAG GTTG GA 

1 TGGAACTAGTCACAATTGAAGTTCTT 
CATCCAGTAGGTGTTAAACAGTGT 

1 CC CACACAAGTG CGCCACATAAATCT 
GCGAGACTCCACGACAACACAGGG 

1 GCAAACAAGTTCTAAAGTTGTGGAGA 
AAAAGTGATGTGGTCAAGAGTTGA 

1 G CAAGAAAG AGAAACGTAAAAACAGA 
TAGAGATTCTGCCTGTGCTTTCGT 

1 GAGAGTTGCTGGTGTAAAATACGTTT 
GAAATAGTTGATCTACAAAGGCCA 

1 GGTTAACGCTTCTGTGAGGACCTTCT 
GGCTCTTGAGATACCCTAAATATT 

1 ACTTTC ATTGGTAAATAAG CCTGTCTT 
CCTATCTGGATTTTTGGTGTGCA 

1 CAGTTATTTAAAGGCTGACAACTGCC 
TTCCAGACCCG CGCTGTATTAATA 

1 TGGTGGGTACAGAAACATTGTCACAG 
GGATCCTGGAACAGAGGAAGAGTT 

1 TTCTG ACCTAATAATTAC G GGAAATG 
GAAAGTCTGGGCCAGCATGAATAA 

1 TGGGTCGGCAAAGCTATTATAACTTT 
GAATGCTAACGGCATGTTTGACCT 

1 GCTGTGTCCTTTCTGGCACAATCGGG 
GATTCCATTCTTTAGACACTGGM 

1 TTGACAAAGATGACATCGCCCCAAGA 
G CCAAAAATAAATG G GAATTGAAA 

1 GTAAAGATCAGAATACCAAGG C CAG C 
TAAGGCAACGACTCCCTCCCCAAA 

1 ATACGGGACAATAAAATCTGCCTTTT 
GCTCTG GAGGGAGATACTACCTCT 

1 ATGCTG GTGTCATGTGACATTTGTTG 
AGTCTCG GGCATGTTCACGGTGGG 

1 GGAAATTGTGCCAAAACCATGGAAAA 
TATTACTGTGTGTGGGGTGTCTGT 

1 TTTGTGTGTGAAATATAACATTGATTG 
AATTGCAGTTACATTTG GTTAGT 

1 AACATTCTACATAGCACAGGAGCTTA 
AGAGTGG CATTATCTTCTCG CCTT 

1 TAAGGTTAGGCAATAACTTAGGGGTA 
TATTCTCTTCCTGCATCCCAGTGC 

1 TAAGGTGTTTGCTGGGGGATGTTGTG 
TGTATTAGGGGAGTGTTTCCCTTG 

1 AAAACATTGCCAGACCATTTAGTCCT 
CTTGGAAGGGCCTCTCCGGTGGGG 

1 CGGGGGAATAGGAGGAAAAACATGG 
CATGGAACAAACCAACATAAAAGGT 

1 ACTGGTGTTGGTGCTTTTGTCTGTCA 
TACCATAGTATTTTCAAAACTTCA 

1 CCTTGAGAAACACCCATCTCCACTTC 

CTAG AC AAAC C AATGAACATTAGT 
1 AACTGTGAGGCAAATAAAATGCTTCT 

CAAACTGTGTGGCTCTTATGGGGT 
1 CTAAGTCATTGCAGGAACGGGGCTG 

TGTTCTCTGCTG GGACAAAACAG GA 
1 GCCGTTCTTTATAGAACAATTCCTTTC 

TCTTCTCTTGAATGTGGCAGTCA 

1 AGCCTACCTCCCTACCCCAAGCTGTC 
TGTTGAGAG CAGTGCTGACCCCAG 

-1 TTTCATAAACCCACTCCTTCCTCTTCA 
CCCACTTGCAATCCGCATGCTTC 

-1 CAAGTTG GTTTAGTTATGTAAC AACC 
TGACATGATGGAGGAAAACAACCT 
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Table 8 



5073 


Table 3A 


NA 


AA628833 


2541220 


af37g04.Sl 


-1 


GACTCGTTACGCCGTAGTTTGTCCTA 












^ares_toia!_TeuJs_ND^nro__aw cDNA 




Tf*'f TOT 1" 1 ' A TP A A A TO A fcTTTAAT 

TCTTGi l lATCAAATGAATTTCGT 












Clone IWl/Uab. lOooo/o J, JTIKNA 
















sequence 






5074 


db mining 


NA 


AA701193 


2704358 


Zj80c03.Sl 


-1 


A^/^^/^/^A^ A /^ATA /STTA a*t/%AATAA^ 

AGCCGCCCAGCTACTTAATCCCTCAG 










Soares_fetalJiver_spleenJ NFLS_S1 




T A A A AT^TA T/**T A A A TATA A A A T ' At 

TAACATCTATCTAAATCTC CCATG 












cONA clone [MAGE:461 188 3 similar to 
















gb:M11124HLAC 






5075 


Table 3A 


Hs.307486 


AA729508 


2750867 


nx54a03.s1 cDNA 


-1 


TGG CCTGTGCTTTTACCAC ACCGTCA 












/done= IMAGE: 1 266028 




AACCCTTGATCATTTCTGTAAACA 


5076 


Table 3A 


Hs.104157 


AA765569 


2816807 


EST380899 cDNA 


-1 


ACATTCTCATAGTCCAGGGGCTCAAC 
















AACTTTG G C CTTTTC CAGCAC CAC 


5077 


db mining 


Hs. 220649 


AA774984 


AAA A A d\ A 

2834318 


Q V1 -GN0320-051 200-552-O08 cONA 


-1 


TA A A A A A^ T ATA A A W 1 ■ W ATA A A A A A 

TCAGCAGTTGTGCC 1 1 1 1 CTCACAGA 














TCCAGCCGTCCTTCTCGCTGTCAC 


5078 


db mining 


Hs. 192078 


AA884466 


2993996 


te30h04jd cDNA, 3' end 


-1 


T A AAA A A A A T A A A A T ATT A A » WW A A TA 

TG C AAG CAATAAAATCTTG CTTTAATC 










/done=JMAGE:2087479 /clone_end=3* 




AGTAACCACTGTCTGACAGGACA 


5079 


db mining 


Hs. 194249 


AA907080 


3042540 


HOA43-1-G6.R cDNA 


-1 


GGTCGTAGAGAAGACAGCAAGGGAG 
















GG GATAAAACCCAG GAAG GACTTAA 


5080 


Table 3A 


Hs.143254 


AA961072 


3127626 


EST388440 cDNA 


-1 


GGCTCACGATGACAACCGCCTACGG 
















AAAAACTCTAATTCCTAAACATCTA 


5081 


db mining 


Hs.1 63271 


AF343666 


13591717 


translocation associated fusion protein 


-1 


GACAAGCCAGGTCAGCCCAGATTGC 












IRTA1/IGA1 (IRTA1/1GHA1) mRNA, 




CAAAGCAG CACTTGCCTACACCAG C 












complete cds /cds=(1 36,402) 






5082 


Table 3A 


Hs.46476 


AI018105 


3232624 


EST386846 cONA 


-1 


GGTTCCCTTGAAGCAGTGCCAACCTA 
















AATCTACCTCAGGTAAGTAGTTAG 


5083 


Table 3A 


Hs.238954 


AI031624 


3249836 


602637935F1 cDNA. 5* end 


-1 


GCTGACAGTATGGAGGCTAAAGGTG 












/don e=lMAGE: 4765448 /done_end=5* 




TGGAGGAACCAGGAGGAGATGAGTA 


5084 


db mining 


HS. 133261 


A1052754 


on ao<^ a c 

3308745 


oy78e01je1 cDNA, 3' end 


-1 


CAAGTGT GCCGGGCAAGTTTGGGAA 












/done=lMAGE:1671960 /done_end=3' 




GGTGAAGCAATCTGTGACTTAAATA 


5085 


db mining 


Hs.292803 


AI056470 


3330336 


oy77d03jrt cDNA, 3' end 


-1 


GAGCTACTCAAGGGGAAAAAAGGGC 












/cfone=iMAGE: 1671845 /done_end=y 




A TATA AT A TAA^ ATA ATA ATA AAA AT 

ATATAGTATGCTCTGGTAGTAAAAGT 


5086 


db mining 


Hs.6733 


AI057025 


3330814 


phosphoinositide-spetific 


-1 


GCTCAAGATCACCTCTTTGTCATCTT 












phospholipase C PLC-epsitan mRNA, 




GAACAATG Mill CTCTTCTAGGT 












complete cds /cds=(235,7146) 






5087 


db mining 


Hs.133930 


AI073993 


3400637 


oy66d03jc1 cDNA, 3' end 


-1 


TGGTGATAATAG A GATTGTTTCTGCC 












/done=lMAGE:1 670789 /done_end=3' 




CTG G G GGTAGTTCAAG GATAACAC 


5088 


db mining 


Hs.1 33949 


AI074528 


3401 172 


oy79d05jc1 cDNA, 3' end 


-1 


CTTCAGGTTTGGCCCAGCCCCTCCTT 












/done=lMAGE:1 672041 /done_end=3' 




GAAGACTCCTTCCATCCAGTCAAG 


5089 


db mining 


Hs.134018 


AI076071 


3405249 


oy80b1lJdcDNA, 3' end 


-1 


CCCAAGTGAAGTCAAAGTTACTGTGT 












/done=IMAGE:1672125 /done_end=3' 




GGTTGATAGGGAACATGGCT6GAT 


5090 


db mining 


NA 


AI081253 


3418045 


oy67c02.x1 NC1_CGAP_CLL1 cDNA 


-1 


ACCCGCAGACCAGATGGTTGAAAGG 












clone IMAGE: 1870882 3' similar to 




AAAAATTAAAGCCTTCTTGGGGATT 












gb:X64707 BREAST BASIC 
















CONSERVED PR 






5091 


db mining 


Hs. 134590 


AI081258 


3418050 


oy67c1lJ(1 cDNA, 3' end 


-1 


GG AGTTAGATCAACCTTATGG GGAAG 












/clone=lMAGE:1670900 /done_end=3' 




GGAAAGGCAGGGCTTGTGACAATT 


5092 


Table 3A 


Hs.1 05621 


AJ084553 


3422976 


HNC29-1-B1 .R cDNA 


-1 


GATGGCTG CTTGGTTGCTAAACCCAG 
















ACAGGGTCCTTCCAGTGCATCTGC 


5093 


db mining 


Hs.230775 


AI085588 


3424011 


oyeSdlOjrlcDr^S'end 


-1 


C^TTTGTGGGTGGAGG GTTTTGAATG 












/done=lMAGE:1 670995 /done_end=3' 




TCCTCTTTCCATGTCAGGCAAAGG 


5094 


db mining 


Hs.146591 


AI086023 


3424446 


oy70f10.x1 cDNA,3'end 


-1 


TTCTATGAAGGTTTCCCTGGACAAGA 












/done=IMAGE:1671211 /donejend=3' 




AACTGCCAGAGAGCCCTTAGCTCA 


5095 


Table 3A 


Hs.23158 


A1097125 


3446707 


600943902F1 cDNA, 5' end 


-1 


TGCTGAATGTACCTGAGTGTATGTAT 












/done=IMAGE:2966352 /done^endsS 1 




TTAAAAGGACTCACATGGGCATCA 


5096 


db mining 


Hs.1 50708 


AI1 22689 


3538455 


oy79fD3Jd cDNA, 3' end 


-1 


TCTCAACCCTAATATTCATTGTTCCAT 












/done=IMAGE" 1 672061 /done_end=3* 




GAG CATTGTCAGGTTTTGGATGG 


5097 


db mining 


Hs.326995 


AI144314 


3666123 


oy84f01 jcI cDNA, 3' end 


-1 


A A A A jAT A A A A A A A A A A A AAA A> A A A A 

ACAAGTGGAAGAGGAAGACAGAAGA 












/done=lMAGE:1 672537 /done_end=3' 




ATGGGTCAGGGAGATGCAAGGATGG 


5098 


db mining 


NA 


AI144317 


3666126 


oy84f04.x1 NCLCGAPCLL1 cDNA 


-1 


TCCTTAGGGAAAAGAAGATTTTCAAA 












done RWAGE1672543 S'sfmBar to 




CCCTTCG7TAGTTTCGGTAGGGCC 












gb:X64707 BREAST BASIC 
















CONSERVED PR 






5099 


db mining 


NA 


AI187859 


3739068 


qe07h05jci Soares testis_NHT cDNA 


-1 


ACGCAATTTGTTCACATACATACACAT 












done IMAGE:1738329 3', mRNA 




GCAAATCCCAAAAGAAGGTTTTA 












sequence 






5100 


Table 3A 


Hs.121210 


A1204611 


3757217 


EST384285 cDNA 


-1 


CCCAGCCCTCTATGTACCCGTGTCCC 



AGCCAGCAATAAATGCCATCTTGG 
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5101 db mining 

5102 db mining 

5103 Table 3A 

5104 db mining 

5105 Table 3A 

5106 db mining 

5107 db mining 

5108 db mining . 

5109 db mining 

5110 db mining 

5111 db mining 

5112 db mining 

5113 db mining 

5114 db mining 

5115 db mining 

5116 db mining 

5117 db mining 

5118 db mining 

5119 db mining 

5120 db mining 

5121 db mining 

5122 db mining 

5123 db mining 

5124 db mining 

5125 db mining 

5125 db mining 

5127 db mining 

5128 db mining 



Hs.144814 AI220630 

Hs.1 26580 A1222355 

Hs.36475 AI243620 

NA AI263168 

Hs.158501 AI290845 



Hs.150175 
NA 

Hs.157560 
NA 

Hs.1 57808 
Hs.327396 
Hs.1 57811 
Hs^70193 
NA 

Hs.327411 
Hs.1 57279 
Hs.1 57280 
Hs.283433 
Hs.304043 
Hs.80426 
Hs.1 57310 
Hs.1 57311 
NA 

Hs.296281 
Hs.327453 

NA 

Hs.158876 
Hs-283438 



AI301070 

A1356349 

AI356388 

A1356470 

AJ361701 

AI361729 

A1361733 

AI361773 

AI364677 

AI364926 

AI364931 

AI364944 

AI365377 

AI365414 

AI365418 

AI385460 

AI3S5473 

AI367021 

A1368512 
AI378055 

A1378091 

AI376095 

AI376109 



Table 8 

3802833 RST44972 cDNA 

3804558 602691 805F1 cDNA, 5* end 

/done=!MAGE:4824264 /done_end=5' 

3839017 EST372075 cDNA 

3871371 qh49e10j(1 SoaresJ4FL T_GBC S1 
cDNA done (MAGErl 848042 3' , mRNA 
sequence 

3933619 7q71b07xlcDNA,3 , end 

felone=lMAGE:3703644 /done_end=3' 

3960416 qo16d04J(1 cDNA, 3' end 

/done-lMAGE:1908679 /donejind^* 

4107970 qz26d12jc1 NCI CGAP CLL1 cDNA 
done IMAGE202B023 3' similar to 
contains MER7.b2 MER7 repetitive ei 

4108009 qz26e07.x1 cDNA, 3' end 

/done=lMAGE:2028036 /done_end=3' 

4108091 qz27b1lXI NCI CGAP CLL1 cDNA 
done IMAGE:2026093 3', mRNA 



4113322 qz18e09.x1 cDNA, 3' end 

/ctone=IMAGE:2021898 /done_end=3* 

4113350 qz24a08.x1 cDNA, 3' end 

/done=lMAGE:2027798 /done_end=3* 

4113354 qz24b02JClcDNA,3'end 

/clone=lMAGE2027787 /donejmd=3 > 

4113394 qz19c05.x1cDNA,3'end 

/done=IMAGE:2021960 /done_end=3' 

4124366 qz05h09J(1 NCI_CGAP_CU1 cDNA 
done IMAGE:2020673 3\ mRNA 
sequence 

4124615 qz23b07.x1 cDNA,3'end 

/done=lMAGE2027701 /done_end=3' 

4124620 O223C04 J(1 CDNA, 3' end 

7done=lMAGE:2027718 /done_end=3» 

4124633 qz23d11.x1cDNA t 3'end 

/done=lMAGE:2027733 /done_end=3' 

4125066 qz08a02jc1cDNA,3*end 

fclone=lMAGE:2020874 /done_end=3' 

4125103 7e97a03j(1 cONA,3'end 

fclone=IMAGE:3293068 /done_end=3* 

41 251 07 brain and reproductive organ- 
expressed (TNFRSF1A modulator) 
(BRE), mRNA /cds=(146, 1297) 

4125149 qz09eOBjd cDNA, 3' end 

/done=IMAGE:2021026 /done_end=3* 

4125162 qz09f09jd cDNA, 3* end • 

fclone=IMAGE202l033 /done.end=3' 

4136766 qz23h08j<1 NCl_CGAP_CLL1 cDNA 
done IMAGE:2027771 3 7 simnarto 
contains MSRLtl MSR1 repetitive el 

4147265 interieukin enhancer binding fador 1 
(ILF1), mRNA /cds=(1 97,21 64) 

4187908 tc79e11j(1cDNA,3 , end 

/done=lMAGE:2072396 /done_end=3' 

4187944 tc80a09.x1 NCI_CGAP CLL1 cDNA 
done IMAG&2072440 3", mRNA 
sequence 

4187948 tc80b01jrtcONA,3*end 

/done=IMAGE2072425 /done_end=3* 

4187962 7f19b03jdcDNA,3'end 

/done=lMAGE:3295085 /done_end=3' 



PCT/USO 1/47856 



-1 AGCCTGGAATTCTAAGCAGCAGTTTC 
ACAATCTGTAATTGCACGTTTCTG 

-1 TGGTTACTCATGTCCTCAAAGACGAC 
TCATGATG CTGGATATGAAGAACT 

-1 AGGCAAAAGTCATTTCTTCCCTATATT 
TTGTCATGCTTATCTCCTGTCTC 

-1 GTATGAAGGCAAGAAAATTTCAGGGG 
AAAACAAGTGGTTATTTTCTGGCC 

-1 GATACCCTCTTCCTAAGACTCATCGC 
GTCTCTTCCAGCCTCCTCGCCCCA 

-1 TCTGTATGCTGTGGTCTCATCAGGAA 
CCTTTCTCTG CACTGCATTTTTCC 

-1 AGAGCTGGTTCCAGAAGGTTCGGAT 
GAGTCCTGAATGTTTATGTAGGGCA 

-1 TCCTTAGTCTCCTTCAATTTCCACACA 
CTGAACATGACATTTTACCCTTT 

-1 TTTTCTGTTTTCTGTTTTAAGAAAATC 
TGGAACCGCAAGGCCGTCCCTTT 

-1 CCAAAGCCTTTGTTGTTTGGTGGCGA 
GGCCCCTTTTTGAATGGGG I 1 1 I I 

-1 TGCC GC CCCCAG GATTCTTTTAAGAA 
TAAAAAGAAATGAGTGTGGACATG 

-1 CCTACGATATCCTTTTCAAATAGGGG 
TGGGTCCAGCCCCCTTGTG CCCTG 

-1 CTGGGAGAAAGGTACTTTGGGTTAGT 
G GTAGG GATAGGGATGAACGGGAA 

-1 AGCATAATCCTAATGAGGAACTTTGT 
CTGAAGTCTGAGGCTGAGTTACTT 

-1 TTTTGGAACCCTTAGCCCTGTGCAAA 
TCAAAGGATGTGAGGGGAAAAAGG 

-1 ATTTCCCCTACGGATGG GACCAAGAA 
ACTGATGAGAACGGCCAAGTGTTT 

-1 AACACCCGAAACCGTCTTCTGTGGCA 
TTTGTCAGTTGAAAAAGAACACCT 

-1 CCAGTGG CTGGGAT6GTGACAGTGA 
CATCCACAGTAAACAGATGAAATGT 

-1 GGATTTCAGAAACAGTTGCAGATATT 
ATTGATTAGCTAGTTGG CAGTGGG 

-1 CTTGTTCCCAGGCCAGCCCCACACA 
GTAG GCAGTCATTAAAGTTTGGTGA 

-1 TTTTC CTTCAACTCTTG CGACTTTCTT 
GGTCTGCCTGTGTGGTTTTAATA 

-1 TTCTGTTAATAGCAAACATTG CCTTTG 
AGTGCTACTACTAAACCTGAGGC 

-1 TCTAGGGATCTGCCCGGCTCAAAATC 
CCAGGCCGTTAGGCTAAGTTGTTC 

-1 CGGACAAGGGCTGGCAGGTAAATGC 
CTTCAGTTTGTTGTTAAATAGAGGC 

-1 AGCCTTAGCCCCTTTAAAGCACTTAA 
AGTTACTACTTCCAAATGTGATTT 

-1 ACCTTGTCATTAAC AG CTC ACTTTGAT 
TGAACATCTACTCTGTGGCGGTT 

-1 TG GAACGG CTATTTG C CGGTTTAAAA 
ACCAAAAACCCCGGTTTTTCCAAA 

-1 GTAAGGCAGACGAGAGAGGCGGAGG 
TCTCACAGTGAACCACAGGATCTGG 
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5129 db mining 

5130 db mining 

5131 db mining 

5132 db mining 

5133 db mining 

5134 db mining 

5135 db mining 

5136 db mining 

5137 db mining 

5138 db mining 

5139 db mining 

5140 db mining 

5141 db mining 

5142 db mining 

5143 db mining 

5144 db mining 

5145 Table 3A 
5140 db mining 

. 5147 Table 3A 



5149 db mining 

5150 db mining 

5151 db mining 

5152 Table 3A 

5153 TabJe3A 

5154 Table 3A 

5155 db mining 



Hs.158956 AI380117 

Hs.1 58967 A1380252 

Hs.158969 AI380283 

Hs.158971 AI380329 

Hs.309122 AI380449 

Hs.302447 AI380514 

Hs.231261 AI380594 

Hs.158988 AB8Q719 

Hs.1 59000 AI381037 

Hs.1 59025 AI381601 

NA AI382670 

Hs.1 92078 AI383475 

Hs.327467 AI383510 

Hs.1 05125 AI383774 

NA AI383803 

NA A1384024 

Hs.107622 AI391443 

Hs.160956 AI391451 

Hs.160959 AI391500 



5148 Table 3A NA 



AI392705 



Hs.160978 AI392745 

Hs.160981 AJ392793 

Hs.160982 AI392799 

HS.1 89031 AI392805 

AJ302814 

Hs.168287 AI392830 

Hs.276774 AI392845 



Table 8 

4189970 tf98b07 jrf cDNA, 3' end 

/done=IMAGE:21 07285 /done^e™^' 

4190105 tf94d05.x1 cDNA, 3* end 

/cione=iMAGE:210S921 /done_end=3' 

4190136 ^f99g0^x1cDNA, 3•end 

/done=lMAGE:2l 07442 /done_end=3' 

4190182 tf94g05.x1 cDNA f 3*end 

/done=IMAGE21069B8 /donej5nd=3' 

4190302 tg02f12J(1 cDNA,3'end 

/done=WAGE:2107631 /done_end=3' 

4190367 tg01e02.x1cDNA,3 , end 

/done=lMAGE:2107514 /done_end=3' 

4190447 tf95h06.x1 cDNA,3'end 

/done=IMAGE:2107067 /done_end=3' 

4190572 tg03h03.x1cONA,3'end 

/done=IMAGB2107733 /done_end=3' 

4190890 tg20hOljc1cDNA, 3' end 

/done=IMAGE:21 09361 /done_end=3' 

4194382 td05g03.xlcDNA.3'end 

/done=lMAGE2074804 /done_end=3' 

4195451 qzO5f05.x1 NCI_CGAP_CLL1 cDNA 
done IMAG&2020641 3', mRNA 
sequence 

4196256 te30h04ol cDNA, 3* end 

/done=IMAGE:20B7479 /done_end=3' 

4196291 td03c10.x1cONA,3'end 

/done=IMAGE:2074578 /done_end=3' 

4196555 602639 120F1 cDNA, 5* end 

/done=!MAGE:4762804 /done_end=5' 

4196584 te98f01.x1 NCI_CGAP_CLL1 cDNA 
done IMAGE2074201 3' similar to 
gb: J03626 URIDINE 5 1 - 
MONOPHOSPHATE 

4196805 td05b02a1 NCI CGAP CLL1 cDNA 
done IMAGE:2074731 3 T simflarto 
contains Alu repetitive element;con 

4217447 tr36e06.x1cDNA t 3 , end 

/done=IMAGE:2107138 /done__end=3* 

4217455 tf96f03JClcDNA,3'end 

/done=IMAGE:2107133 /done_end=3' 

4217504 602086202F1 cDNA, 5' end 

/done=lMAGE'4250424 Jd\one_end=& 

4222252 tg23b03jc1 NCLCGAP_CLL1 cONA 
done IMAGE2109581 3\ mRNA 
sequence 

4222292 tg08b05 jcl cDNA, 3' end 

/done=IMAGE:2108145 /done_end=3' 

4222340 tg04g01.x1cDNA,3'end 

/done=IMAGE:21 07824 /done_end=3* 

4222346 tgO4g09Xl cDNA, 3' end 

/done=IMAGE:21 07840 /done_end=3' 

4222352 tg04h03 jc1 cDNA, 3' end 

/clone=!MAGE21 07829 /done_end=3 t 

4222361 MR2-HT1 162- 1801 01 -007-d08 cONA 

4222377 tg10b09jc1 cONA, 3' end 

/done=lMAG E:2 1 08345 /done_end=3* 

4222392 tg10d01.x1 cDNA, 3* end 

/done=IMAGE:21 08353 /done end=3' 



-1 
-1 



PCT/US01/47856 



TTGCCTGCCATGCCCTTATAAGTGCC 
CTTTAATGTCATAGCATGTAAAGG 

GGGTTTGTGTCCCCATTTAGAATCTG 
ATGAAACGGTGGGCTTTCCTTCTT 

CAGAGCCTCCAGAATTATGTGAACTT 
GTCTCAAAACATTCTCTAAATGGC 

GAAAGGACCCGAGGGTTTGTATTTAA 
AAAGCCTCCCCTGGGCCTCAAAAA 

GCCAACTGCTTAGAAGCCCAACACAA 
CCCATCTG GTCTCTTGAATAAAGG 

TGTCTAGAACAGACTGAGAGTGACAC 
G CATATTTGATTGTGAGGAC AGTT 

GTTTGGC CCCCAAAGTGTTTAGGAGA 
GCTTTCTCCCTAGATCGCCCTGTG 

CC AG GAG GG C CAGAATTTGAAAATTC 
CTTGGGGTTGTTCi 1 1 I ICCAAAA 

CAGTTTGAG CAAAAGCCTTTGAAATC 
CAAGACTTTTCCCCTTGGGGTGCT 

CCAGTTGGTTTTTGGACTCCAAAGCC 
CAG GACCCTTCCAAATCCTGCTTG 

AGGCCI 1 1 1 1 CAAAGAAAAACCCCTT 
TGG GGAAAAAGGGAAAG GGGAAAA 

TTTTGCTTGCTGTCGGGAGAATAAAG 
CAGGGAACCTTT ATGTAGTGAAAA 

GGGTTTGGCCCGATTATATTAGGTTG 
GGTGGGGGAAAAATTTTATGGGGG 

GTGAACTGGATCTTGAGGCCGTGCT 
GGAAACCGGAAGGTACACTGCTTGG 

C AAAACTTGAG ATAAG GTTAAAACTG 
TGCCCAGAGGAAAACTGGTAGTCT 



TGCAGCCAGATTGTTCCAAGGTTGCC 
AATTACCTAGTGGGTAAATTTCCC 

AGTGCTTATCATGAAATGTGCTTCAC 
TGGTTCAGCTCTGTTGTTTCCTTA 

GTTATTTGGGAGACAAATGGACGGG 
CAGGAAGATTGATGCTCCGCTGTTC 

AGCTGAAGGGCTTCAACTTTGCTTGG 
ATTTTTAAATATTTTCCTTGCATA 

TGCAGG CTCATTGTGCTC CTTCTTCT 
GGGTTTCAATTGGATTTCAGTCCT 

ATCTCTAATGAAGCCTAGGATCAGAT 
TTGTGGCATACCAACAGGACATGT 

CCACAAGGGTTAGTTTGGGCCTTAAA 
ACTGCCAAGGAGTTTCCAAGGATT 

CGCTTTATTCCCACGAAACCTAGGAC 
AGTGGCCATCAAACCGAGCGCTTT 

CCTGTTGTGGCTGGCTGCATAATAAT 
TTCCAGGAGGCTTTCGGAAATGTT 

CGGTCCAGTCGGCTGCTTCCATTCCC 
TGAAGAAGAGG C CCTAAAGTTAAA 
TTAGCCTCAAAGGGGTGGGGAAAAG 
CCCATACCTCCTGGGCCAGTCCTAG 

CCTTAGAATTAAGTTGAATTTTCCTGC 
CTTGCTAAGCAAGACTTCCTGCA 
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5156 Table 3A 

5157 db mining 

5158 db mining 

5159 db mining 

5160 db mining 

5161 db mining 
5182 Table 3A 

5163 Table 3A 

5164 db mining 

5165 db mining 

5166 Table 3A 

5167 Table 3A 

5168 Table 3A 

5169 Table 3A 

5170 Table 3A 

5171 Table 3A 

5172 Table 3A 



5176 db mining 

5177 db mining 

5178 db mining 

5179 db mining 

5180 Table 3A 

5181 db mining 

5182 db mining 



Hs.159655 
Hs.327469 
Hs.230848 
NA 

Hs.228891 
Hs.159706 
Hs.160273 
Hs.126265 



AI392893 
AI392990 
AI392999 
AI393006 
AI393017 
AI393038 
AI393041 
AI393205 



Hs.159718 A1393217 

Hs.240635 AI393223 

HS.160401 AI393906 

Hs.340891 AI393908 

Hs.274851 AI393960 

Hs.160405 A1393962 

Hs.76239 AI393970 

Hs.160408 AI393992 

Hs.244666 AI394O01 



5173 db mining Hs.160410 AI394009 

5174 db mining Hs.1 60423 AI394303 

5175 Table 3A Hs.159678 AI394671 



Hs.228337 AI394690 

Hs.1 59682 AI394730 

Hs.159683 AI394733 

Hs.1 77146 AI399977 

Hs.225567 AI400714 

NA AI400725 

Hs.224409 AI400796 



Table 8 

4222440 tg05d07JClcDNA,3 , end 

/done=lMAGE:2107885 /done_end=3' 

4222537 tg22f02j(1 cDNA, 3' end 

/ctone=lMAGE:2109531 /done_end=3' 

4222546 tg22f11jc1 cDNA, 3' end 

/clone=!MAGE:2109549 /clone_end=3» 

4222553 tg22g06.x1 cDNA,3'end 

/done=lMAGE:2109562 /done_end=3* 

4222564 tg22h05jc1 cDNA, 3' end 

/done=IMAGE:2109561 /done_end=3' 

42225B5 tg25b07jc1 cDNA, 3' end 

/done=IMAGE:21 09781 /clone_end=3' 

4222588 tg25b10.x1 cDNA, 3* end 

/ctone=IMAGE;2109787 /done^end^' 

4222752 Homo sapiens, Similar to RIKEN cDNA 
0610006H10 gene, done MGC:9740 
IMAGE:3853707, mRNA, complete cds 
/cds=<171,1130) 

4222764 tg14c09Jd cDNA, 3* end 

/done=IMAGE:2108752 /done_end=3' 

4222770 tg14d03.x1 cDNA,3'end 

/done=IMAGE;21 08741 /dDne_end=3' 

4223453 tg05f08jc1 cDNA, 3' end 

/done=IMAGE:21 07911 /done_end=3' 

4223455 wi30d11.x1 cDNA, 3* end 

/done=lMAGE:2391765 /done_end=3' 

4223507 tg11d04.x1cDNA,3 , end 

/done=iMAGE:2108455 /clonej3nd=3' 

4223509 tg1 1d08.xl cDNA, 3' end 

/done=IMAGE^1 08463 /c!one^end=3' 

4223517 hypothetical protein RJ20608 

(FLJ20608), mRNA /cds=(81 ,680) 

4223539 tg06c05.x1 cDNA, 3' end 

/clone=IMAGE:21 07976 /done_end=3' 

4223548 tg06d04.x1 cDNA, 3* end 

/done=IMAGE:2107975 /done_end=3* 

4223556 tg1 1e02j(1 cDNA, 3' end 

/done=lMAGE:21 08474 /done_end=3' 

4223850 tg09g11.x1 cDNA, 3' end 

/clone=!MAGE:2108324 /done_end=3' 

4224218 tg24a07jc1cDNA,3 , end 

/done=IMAGE:2109684 /done_end=3' 

4224237 tg24cQ6j<1 cDNA, 3* end 

/clone=lMAGE:21 09706 /done_end=3* 

4224277 1g24g04.x1 cDNA, 3' end 

/c!one=IMAG E:21 09750 /donej3nd=3* 

4224280 tg24g09o1 cDNA, 3' end 

/done=!MAGE:2109760 /donejmd^ 

4243064 tg92e06.x1 cONA, 3' end 

/done=lMAGE:2116258 /done_end=3' 

4243801 tg93g12jc1 cDNA, 3' end 

/done=IMAGE:21 1 6390 /done_end=3' 

4243812 tg93h12jc1 NCLCGAP_CUL1 cDNA 
clone IMAGE:21 16391 3' similar to 
contains TAR1.M MER22 repetitive e 

4243883 IL3-ET01 1 4-01 1 1 00-330-F1 1 cDNA 



-1 
-1 



-1 



PCT/US01/47856 



CAGCCACGGCCCCTCGCGTCTTCGC 
GGCACGTTAATTAAATG CGGAAAAC 

TTTTACCCAAATTTTAAAGGCCGGAT 
AAAAGGG i 1 1 1 1 GTTTGGAAGGGA 

G G AGGTTAGGGCCTGAAG CTCAAAG 
CTCCCCCTTTTTAATAG 1 1 1 1 IC CC 

CCCCTTTGGGCCCCCCGGGTTTTCC 
CTTTTTG GTTTC G G GTTGTTTTTTG 

ACGTGGGCCTTTGGACXJCCTTATAAG 
ATGGTCATAAGACCCCAAAACTGA 

ATGGCTATAAGGCCAAAAAAGTTTGG 
CGGCATGGGGGA I Mil IGCTCTT 

AGAGACGGCCACCTGAGACCAATTA 
GAATATCCACACCAGTGGAAGAGAG 

GCCTCCCCAACCCCTGGCCTCAATTT 
CCCTTTCTATAAAATGGAAGATGT 



ACACCCAGCCAAAGAAAAG CATACCT 
GAATCCAAGAGAGTATTTACACTG 

CTCAGAGAAGAACAGTGTAGAAACCC 
GCGCTGTGTGAAGCGAGGTTGGGC 

ACTTTCCATTGTTGAGCTGGGGAGTT 
GGATTTTGTCCATTTGTTTTTATG 

TCCCAGTGATGATTCGCTC CCTTT GT 
TAATTACTCAGTGTTTCTTGTTTT 

TGCGTGCTGCTAATACTTAGGTACCC 
ATAATAGGTCTTTACACTCAGTTT 

CCTGACCTTGAGGCATTTTTGATTGT 
GCAGTTACCTAGGGTATGCTTGTG 

GAGGACTGGGACCGTGATTCCACTA 
ACCGGAAACCGTCGCCTTTCGGGCC 
G G G G AAG TC AAG GAGACACACACG C 
TCTTTCAAC AG AATCAG CTCTTAAT 

AACTAGATCCTGCCTTAGAAAACCTT 
TTG C C ATGAATGAC AAATTCATGT 

TGTCAGCATCTGGAATAGTGTAAGTA 
TGCAGTGGAGGAAATCTCATCCTT 

TTAACAGGACCTCTGGGCCACCAAG 
GAGAAAGGGCTGGGGAAGCCAAGAG 

GTTCTGTGATAGTTTGTTTCCCCTCAT 
CTCCCTCACCTCTGCCTGGGTTG 

GGCCCCTCCTTTTGCTGGAGAGTTTT 
TTATAAACTGGAGCCCGATTTCAT 

GGGCTTTTTCTTCCCCTAATCAGGGT 
GACCTGGGCCTTTTGGGCAGGATC 

AAG GAGGGGAGTG AATGATATTGCT 
GTCATTTCTCAGCAAATCATAGTGA 

TAAAATTCTCTGTGGGAAAAAGCCTG 
CCAATAAAATGG GGGTTTTTGGGC 

AC AG ACTAAGCTGGTTTG GTG GATTC 
ATCTTTCACTTATGAAGAAAGCAG 

CCCAMGCCTGGGGGGTTTGGCCCA 
AACCTTCCCCCTGGTTTTTATAAAA 

ACTGCTTTCAAGAAAGTGGGACCAGT 
GGCATTGTAGCCACCATAATCACT 
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5183 db mining 

5184 db mining 

5185 db mining 

5186 db mining 

5187 db mining 

5188 db mining 

5189 Table 3A 

5190 Table 3A 

5191 Table 3A 

5192 Table 3A 

5193 db mining 

5194 db mining 

5195 Table 3A 



5200 db mining 

5201 db mining 

5202 db mining 

5203 db mining 

5204 db mining 

5205 Table 3A 

5206 db mining 

5207 Table 3A 

5208 db mining 

5209 Table 3A 



Hs.174778 
Hs.270294 
Hs.224178 
Hs.175336 
Hs.327913 



AM00826 
AI401001 
AI401179 
AI401184 
AK01303 
AI417000 



Hs.1 59593 
Hs.79968 AI419082 



Hs.131087 
Hs.159103 

Hs.254006 

Hs.283442 

HS.32754B 

NA 



AI421808 
AI431873 

A1432340 

AI435240 

A1435268 

AI436418 



5196 Table 3A Hs.165703 AI436561 

5197 Table 3A Hs.111377 AI436587 

5198 db mining Hs.283443 AI436589 

5199 Table 3A Hs.257086 AI438957 



Hs.165701 AI438979 
Hs.165702 
Hs.327566 



Hs.327567 

Hs.165704 

Hs.1 65681 
NA 

Hs.192463 
Hs.165732 
Hs.255490 



AM38980 

AI439020 

AI439044 

AI439060 

AI439580 
AI439601 

AI439633 

AW39843 

AI439645 



Table 8 

4243913 th10g11.x1cDNA,3'end 

/done=IMAGE:21 17924 /done_end=3' 

4244088 tm29d11jd cDNA, 3' end 

/done=lMAGE21 58005 /done_end=3' 

4244266 tg2Bg1 cDNA, 3' end 

/done=IMAGE:2109956 /done_end=3* 

4244271 7o18b08jc1 cDNA, 3' end 

/done=IMAGE:3574239 /done_end=3' 

4244390 tg92d01 .x1 cDNA, 3* end 

/done=lMAGE:2116225 /done_end=3' 

4260504 lh02R)2J<1cDNA,3 , end 

/ctone=lMAGE2117115 /done_end=3' 

426501 3 spfidng factor 30, survival of motor 

neuron-related (SPF30), mRNA 

/cds=(0,716) 
4267737 yt85b05.s1 cDNA, 3' end 

/done=IMAGE231 057 /done end=3" 
4306229 tc97d09jc1cDNA l 3 , e/Ki 

/clone=lMAGE2074097 /done__end=3' 

4309500 tg54e06.x1 cDNA, 3' end 

/done=IMAGE:21 1 261 0 /done_end=3* 

4301796 ti02a08.x1 cDNA, 3' end 

/done=IMAGE:2129270 /done_end=3' 

4301992 ti02d10jrtcDNA,3'end 

/done=IMAG £212929 9 /done_end=3' 

4281540 ti01h02jd NCLCGAP.CLL1 CDNA 
clone fMAGE:2129235 3* similar to 
SW:SYB2_HUMAN P19065 
SYNAPTOBREV7N 

4282683 ti03b03.x1 cDNA, 3* end 

/done=IMAGE:2129357 /done_end=3' 

4282890 AL582032CDNA 

/done=CS0DL003YAO6-(3-prime) 
4282906 7f34gOUc1cDNA.3 , end 

/done=lMAGE:3296592 /done_end=3' 

4300957 UI-H-BI3^ka-h-10-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2733930 
/done_end=3' 

4301111 tc89d11.x1 cDNA, 3' end 

/done=IMAGE:2073333 /clone_end=3' 

4301118 tc89d12.x1cDNA,3'end 

/clone=lMAGE:2073335 /done_end=3* 

4301397 tc89e05.x1 cDNA, 3' end 

/done=lMAGE:2073344 /clone_end=3' 

4301565 tc89h03.x1 cDNA, 3' end 

/done=IMAGE20733S5 ydone^eno^y 

4301677 tc84f07jri cDNA, 3' end 

/done=IMAGE2072869 /done_end=3* 

4305318 QV3-DT0043-211299-044-d03cDNA 



4305465 



4305688 



tc85d10.x1 NCI_CGAP_CLL1 cDNA 
done IMAGE.2072947 3', mRNA 
sequence 

7q86c05.xi cDNA, 3' end 
/done=IMAGE:3705201 /done_end=3* 
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-1 GCCCTTGGCAAATGATTTGAGACCCC 
TTTTGAAAAC CATGT AG GATGAAT 

-1 CACACAGCAGTGGCTTGGGGATGAG 
GAAGGAAGGGAGAATCTCAACGGAG 

-1 TTTTTCTGTGAGTTAGGGGCATGGAG 
GCGGCAGTGTTGGGAGCTGGAGCC 

-1 AGTTGGCTCTAGTTTAAAGATATAAAT 
ACGTACCTCACTTAAACCCCATGT 

-1 CTTCAGGCCCAAGTTCAACGGGTTAA 
AGAGGTCCGCTCCCAAATTATTCT 

-1 GTCCCAGTAGCCCCATTTCAGGG CTT 
GCTAGTTACATGGGTTTGTGTTTA 

-1 GGATGTGTGATGTTTATATGGGAGAA 
CAAAAAGCTGATGTATAG CCCTGT 

-1 CAATTTCCACCTCTAAGGGGGTCGG 
GAAAGGCACGCTGAGGGTGAATATG 

-1 G CTTTCAAATGAATTTCAG G G CTTTC 
TTTGAAGCAGTCTTGTAAAGTTGT 

-1 TCCTTTCTG GATACCAG G AATCACTT 
AAAAATCTGTGTATAATGCCCCCA 

-1 AAACAGGGAACGACAGGAAAAAGAT 
GACCGTGATACACTCTGCTAAAAGC 

-1 CCCCCCCGGCTTCCCCC I II 1 1 1 CCC 
CGCCCGI H il l I GGGGGAATGGG 

-1 GGCCATGCCGGGCCAGCCCCACCTG 
AAGCTCAGTGAAAGCTGATTAAAAA 



CGCAGGACTCTAAAGATCCAAGCTCA 
CAAAACACTCCAAATCCACCTCGA 

AACTTTACTTCTGTTCTTGGCAGGAC 
ATGG AGAGAG GGAGG GATTCCAAA 
GGGTGATAATTGAGGGTGCCGCTGG - 
GAAGGTCCGAGAATGGGTTTTCATG 

GTTCATTGCTGTTCAGAGTGTTGCT G 
CTGTGGTGCTATAAATGCTCCCAG 

TATTCCACCAGTGAGCTACACTCCCG 
GCCCCTTTAGTGTTGTTTGTAAAC 

CCGTGTTGTGGCAAAATGGTCCCTG 
GAG 1 1 1 1 1 GACCCTGTGTTTAAAGA 



4305758 tc91e08JC1cDNA,3'end 

/done=lMAGE2073538 /done_end=3* 

4305772 tc91e08.x1cONA l 3 , end 

/done=IMAGE2073542 /done_end=3' 



TTTTTTGGGGCCGAAAACCCCCAATG 
AGGGGGATTAAAG CTGTTTTCCCC 

GGGGTTGTCCTTTTCCCACCCTGATG 
G G GAATTTATG GATGGGTTTCCTT 

AAATGAGTGACCAAAACACTTCTGTA 
CCACTTCTGTGAGCTGAGGTCCAG 

AGGAACCTAAAGAAACTGCCAAGTGT 
AGATAAGCATTGAG TATG TTACCC 
GGTTGTCCAGTTTTCGGTTTTTAACG 
CCCCCCATAGGGGATTTGGCCCCC 

GTTTTGGAATGAGGAATGA 1 1 1 1 I CTA 
AGCCTGACATCAGATGTCTGACA 

GAAATTCTCCCCTTTTCCCCTCTCCTT 
CCCTTCTGCTGACCTGTTCTCAG 

CACAGAGG GAGTGTG CAGG GC C AGA 
TTTCATCCTGGGGCCACGCTGAAAT 
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5210 Table 3A Hs.9614 AW40234 



5211 Table 3A 

5212 Table 3A 

5213 Table 3A 

5214 Table 3A 

5215 Table 3A 

5216 Table 3A 

5217 Table 3A 

5218 Table 3A 

5219 db mining 

5220 Table 3A 

5221 db mining 

5222 db mining 

5223 Table 3A 

5224 db mining 

5225 Table 3A 

5226* db mining 



5230 db mining 

5231 db mining 

5232 db mining 

5233 Table 3A 



Hs.309279 AI440337 

Hs.89104 AI440491 

Hs.59844 AI440512 

Hs.327610 AI452611 

Hs.121973 AI458739 

Hs.86437 A1469584 

Hs.149095 AJ47186B 

Hs.303662 AI472078 

Hs.170772 AK72326 

Hs.78746 AM74074 



NA 



AI475527 



Hs.292501 AM75611 

Hs.300759 AI475653 

HSI300759 AM75653 

NA AM75666 



NA 



AW75678 



5227 Table 3A Hs.1 05676 AI475680 

5228 db mining Hs.170338 AI475682 

5229 Table 3A Hs.236030 AI475694 



NA AI475735 

Hs.327640 AI475806 

HS.170588 AI475815 

Hs.105052 AI475827 



5234 db mining Hs.258864 A1475833 

5235 Table 3A Hs.170587 AM75884 



Table 8 

4281195 Nudeophosmin (probe bad, mutations, 
wrong clone used) {nucleolar 
phosphoprotein B23, numatrin) 

4282020 tc88b03Jd cDNA, 3* end 

/done=lMAGE:2073197 /done_end=3' 

4300600 602590917F1 cDNA, 5' end 

/done=IMAGE:4717348 /done_end=5 i 

4300747 tc83f09 Jd cDNA, 3 1 end 

/done=IMAGE:2072777 /done_end=3' 

4286566 tj27g07.x1 cDNA, 3' end 

/done=OMAGE;2142780 /done_er>d=3' 

4311318 60242B025F1 cDNA. 5' end 

/done=(MAGE:4547239 /done - end=5» 

4331674 602411368F1 cONA.S'end 

/done=£MAG E:454O096 /done_end=5' 

4333956 ti67d04.x1 cDNA, 3* end 

/done=IMAGE:21 37063 /done_end=3' 

4334168 tj85h03jc1 cONA, 3' end 

/done=IMAGE:2148341 /done_end=3' 

4334416 tj87c09.x1cDNA,3 , end 

/done=IMAGE:2148496 /done_end=3' 

43271 1 9 cAMP-specific phosphodiesterase 8A 

(PDE8A) mRNA, partial cds 

/cds=(0,2141) 
4328572 tc85g07.x1 NCI CGAPJXL1 cDNA 

done IMAGE2072988 3', mRNA 

sequence 
4328656 7f03gOB.x1 cDNA, 3* end 

/ctone=IMAGE:3293630 /done_end=3* 

4328698 ribosomal protein L36 (RPL36), mRNA 

/cds=(145 f 462) 
4328698 ribosomal protein L36 (RPL36), mRNA 

/cds=045,462) 
4328711 tc93c08.x1 NCLCGAP_CLL1 cDNA 

done IMAGE:2073710 3*. mRNA 

sequence 

4328723 tc93d10.x1 NCI_CGAP CLL1 cONA 
done IMAGE:2073715 3' similar to 
gb:M92287 G1/S-SPECIFIC CYCLIN 
D3( 

4328725 tc93d12jc1 cDNA, 3' end 

/done=IMAGE:207371 9 /done_end=3' 

4328727 tc93e03.x1 cDNA, 3* end 

/done=lMAGE:2073724 /done.eno^ 

4328739 SWI/SNF related, matrix assodated, 
actin dependent regulator of chromatin, 
subfamily c, member 2 (SMARCC2), 
mRNA/cds=(22.3663) 

4328780 tc86g02j(1 NCI CGAP CLL1 cDNA 
done IMAGE2073074 3\ mRNA 
sequence 

4328851 tc94g03.x1 cDNA, 3' end 

/done=IMAGE:2073844 /done_end=3' 

4328860 te94hOZx1cDNA,3 , end 

/done=lMAGE:2073843 /done_end=3' 

4328872 adaptor protein with pleckstrin 

homology and src homology 2 domains 
(APS), mRNA/cds=(127 f 2025) 

4328878 tc87b01.Xl cDNA, 3' end 

/done=lMAGE:2073097 /ctone_end=3' 

4328929 tc95c12.x1 cDNA, 3' end 

/done=lMAGE:2073910 /ctone_end=3' 
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TGATAG GACATAGTAGTACGGGTGGT 
CAGACATGAAAATGGTGGGGAGCC 



CAATACCTACCCCCAGTGGCAGCCG 
CCTGCTCCTCATGACCCAAGTAAGT 

TGTTTTMCAACTCTTCTCAACATTTT 
GTCCAGGTTATTCCCTGTAACCA 

TAAGTGTCAGGTTTGTGGGGAAGGTT 
ATTCTTGCCTTGTGTATTTTGTCC 

CAAACCCCTATCCCCCATTCTCCTCC 
TATCCCTCAACCCCGACATCATTA 

CCTGCAACAGCTAAGGCCAAGCCAA 
ACTTACCGTGGACTCAAACACTTTG 

TGAATTTGGAGTCCCTGGCACATAAA 
TCTACCTTCAAATCAGAGGTCCTT 

TCCCACCCCTTTTCTACTGAATTTGT 
GGGGATCCTATAATAAAAGTGAAT 

ACTACCAGAGCCCTAGGACTTCTGAG 
C ACATTTAGAAAATAC CAG AG GCA 

C ATG TC AGAGTTCTTAAC AGAAAG CA 
AAGGTTTCCAACAGCACTTGCATT 

ATGAAATCTCATGGGGCCAAACTGCA 
CATCAGCTACTGCTACCTTCTTGC 

CCCTGTGGCAACTTGTGGGTACGGTT 
TAACTGGACCACGCTGAGCTTCTG 

AGAAATAGTGTTTCTCGGAAGCTCAG 
TTTGGAGCTGACTGCACACGTTGC 

GTTGCTGGCTGCCCTCCCCTGCACT 

CTCCCTGAAATAAAGAACAGCTTGG 

GTTGCTGGCTGCCCTCCCCTGCACT 

CTCCCTGAAATAAAGAACAGCTTGG 

ACGTGTCAGACACAATCCTGAGCCTT 

CTACAAGTGTTCCCTCTTACTCCT 

AAGCCCTGTTTACCCAGG I II IICM 
AAGGCGAGAAGGTTTAGGGTGGTG 



GAGAAAGCTCCCAGTCTGTCTTTCCC 
AACATCCCTTCAGTTTCAATAAGC 

TTCAGGTGAGTGTGCCTGGAGGTGG 
AGAACTATG GTTTTGATAACTTGGC 

AAGGTGCCATGTATTGAAAGTGTGCG 
TC AAAGAAC ATAAATATCAGTG G A 



TGTAATTATTTTCTGTATGTTCAAGAA 
GGTAAAGGAAAGGACAGCTATGGGA 

ATTTATTTGGG GTTGGTCC CCCCTTT 
GGGCCCCCCGGGTTTTCCCI I I I 1 1 

AACCATAAAAGGCCCGTTTGGTTAGT 
TTTCCCTGTTTCCTGGTTTGGGCT 

TTATGGG GTAACTCACTTTGGGCGGC 
ACGAAGAACTCCAGGCGGAAGCGT 



TCTCTCCCCATCCCAAGTCATCCAGC 
CCTTTTTCCTACCCTCAATAAACC 

CCCCCTGATGGACTTCAAATATGTCT 
CATCAACTACAGTATTAAATGCCA 
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5236 Table 3A Hs.1705B8 AI475905 

5237 db mining Hs.170589 AJ475909 

5238 db mining NA AI475926 

5239 Table 3A NA AI476556 

5240 db mining NA AI479016 

5241 Table 3A Hs.t70784 AI479022 

5242 db mining Hs.187200 AI479029 

5243 Table 3A Hs.337139 AI479075 



5244 db mining 

5245 db mining 

5246 Table 3A 

5247 db mining 



5252 Table 3A 

5253 db mining 

5254 db mining 

5255 Table 3A 

5256 db mining 

5257 Table 3A 

5258 db mining 

5259 db mining 

5260 db mining 

5261 Table 3A 

5262 Table 3A 



NA AI479094 

Hs.1 85498 AJ479659 

Hs.170909 AI492034 

NA A1492041 



5248 Table 3A Hs.119923 AI492066 

5249 db mining Hs.327698 AI492127 

5250 db mining Hs.170912 AI492164 

5251 Table 3A . Hs.341634 AI492181 



Hs.276903 AI492640 

Hs.1 70933 AI492648 

NA AI492653 

Hs.170331 AI492865 

Hs.327702 AI493426 

Hs.276907 A1493726 

Hs.342652 AI493740 

NA AI494343 

Hs.283456 AI494542 

Hs.171009 A1494612 

HS.342008 AI498316 



Table 8 

4328950 tc95f06 *1 cDNA, 3' end 

/done=IMAGE:2073923 /done_end=3' 

4328954 tc95f10Jfl cDNA, 3' end 

/clone=lMAGE:2073931 /done_end=3' 

4328971 tc95h10.x1 NCI_CGAP_CLL1 cDNA 
clone IMAGE:2073955 ? similar to 
gb.M59849 FIBRILLARY (HUMAN);, 
mRN 

4371782 tm53e03JCl NCI__CGAP_Kfd1 1 cDNA 
clone 0VIAGE:216i852 3\ mRNA 
sequence 

4372184 tm29h05JCl NCLCGAP CLL1 cONA 
clone IMAGE21 58041 3' similar to 
gb:X58141_rna1 ERYTHROCYTE 
ADDUCIN 

4372190 tm30a05jf1cDNA,3 , end 

/done=lMAGE:21 58064 /done_end=3' 

4372197 tm30b06Jd cDNA, 3* end 

/done=lMAG B21 58067 /done_end=3' 

4372243 tm30h01 jc1 cDNA, 3' end 

/done=!MAGE:2158129 /ck>ne_end=3' 

4372262 tm31b02j(1 NC1_CGAP_CLL1 cDNA 
clone IMAGE:2150155 3' similar to 
contains TARl.tl MER22 repetitive e 

4372827 tm32h04.x1 cDNA, 3* end 

/done=lMAGE:2158327 /done_end=3' 

4393037 tg06f12.XlcDNA,3 , end 

/done=lMAGE:2108015 /done_end=3* 

4393044 tg06g08.x1 NCLCGAP CLL1 cDNA 
done MAGE21 08030 3 T simiJar to 
gb:L23320 ACTIVATOR 1 140 KD 
SUBUNI 

4393069 tg12b03Jd cDNA 3' end 

/done=!MAGE:2108525 /done_end=3' 

4393130 tg07d04jc1 cDNA, 3' end 

/done=!MAGE:21 08071 /done_end=3' 

4393167 tg12hOUc1cDNA,3'end 

/done=IMAGE:21 08593 /done_end=3' 

4393184 wt85e01.x1cDNA,3'end 

/done=lMAGE:25l4264 /done_end=3' 

4393643 qz18a06.x1 cDNA, 3' end 

/done=lMAGE:2021842 /done_end=3* 

4393651 qz18b06Jc1 cDNA, 3' end 

/done=IMAGE:2021843 /done__end=3' 

4393656 qz18c02j(1 NCI_CGAP_CLL1 cONA 
clone IMAGE:2021 858 3 7 similar to 
contains Alu repetitive element;, m 

4393868 th78a05Jrt cDNA, 3' end 

/done=IMAGE:2124752 /done^en**' 

4394429 tg91a07Jd cDNA, 3' end 

/done=IMAGE;21 161 16 /doneend=3' 

4394729 qz12f08.x1 cDNA, 3' end 

/done=IMAGE:2021319 /done_end=3' 

4394743 yi60c05.fi cDNA, 5' end 

/done=lMAG E: 1 43624 /done_end=5 l 
4395346 qz14a10.x1 cDNA, 3' end 

/done=lMAGE:2021466/done_end=3' 

4395545 7f12bG8.x1 cDNA, 3' end 

/done=IMAGE:3294423 /done_end=3' 

4395615 RST42450 cDNA 

4390298 um.BI1-aeq-b-02-O-UI.Sl cDNA, 3' 
end /done=lMAGE2720l86 
/done__end=3' 



-1 
-1 



-1 
-1 
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CGAGAATGCCTAGGGAAACCAGCTA 
CGCTTACAAGCCAGCTACGCAGCCC 

GGAAACATTGGCCTGGGGGTGTCCC 
CCAAAAGGGGGCCGTTTTTAAAGGG 

TGGGTTGACATTGTTCGCACGGGGT 
GTTTCTTATATTAAAAAGACTCACT 



CTTTC CACAAAATAATC G ATAACCTTG 
GGGGATTGTTTTATGGCTTGACA 

CCG CCTTGGGGAGACAGGTCTTGAT 
TGTCTTTTTCCCAGTGAACATTGTT 



TCCCAGACTTTCAGGAAAGTAACTGT 
AG CACTGTTAATATCACAAC AACA 

TTTTAGCTGGGAGTGGGGGGACTAT 
G GGGAATAACTTTC CTTCATTTAAT 

ACATGTGTGTGTTTTCCATGAGGCAC 
TGCTTTTTATGCATTTCCCTCCCC 

CTGTATTTGAAGTCAGCAGGGCTCAG 
CAGGATTTGACCGACAGTTACCTC 

TGGTTTATAGATGCACTTCCTTTCATA 
GGCAGTCCCTGGCACTTTCTTGC 

AGGAGCTGGTATTATTGGAGGGTATT 
ATAGATCCAGTGTATTGTGACTGT 

GCAGTAGTGCTAAGGCGTCTTTTGTA 
G GCTTTAGATTTTGTCGTTATG GC 



G CTTGTCAGAACAGAAGATATTTCC A 
CCCTGCCTAGTAGATGTGTTTCAG 

CCCCCGTTTTAGGTTAGGGCCTTGG 
GCAGGGGTTTGCCCCCTGTTACCCC 

TTGGTTTTATTTATCCAAAACTGAGCC 
TTCTCATAGGCTTTACACCCGGA 

GGCAG GCTCTAGCCACCCTGTCGGT 
TCCCAATAAGCCATTTATTGAATAA 

TTTTTGACCAGTCTACATTTCGTATCT 
GTG GGATCTG CATTTGTGAATTC 

TCTG GACAATGTTGATG CTAACCTTG 
ATGATATCCATCCCTATTACTGGG 

AGGACATGAAGGTCTGAAAAAGAAAC 
AGGAAAATACAGACATCCCCG CTT 

AAGTCAAGGAACCCTCTCGGGTCTCT 
GAGATCCAGG CCAACAGTAAACAG 

AGGGGGCTTTAAAATTTAAAAATTGC 
CTTTTGTTTTAAAAAAGGCCCATGT 

CCCCCTCCCACCCAAAGAAAAAGAAA 
TGGTAACTACCTGGACAAAACATT 

CCCTTGGCTCTTATTGTTCTTG CTGG 
TGTGGTATGTTCCCGG C TGAAA AA 
TTCCCCI 1 1 1 1 ICCCCCI 1 1 1 I IAAAA 
AGCCCCM 1 1 1 1 AAATGGGGCGC 

AAGGACAGCTTGCTTG CTGATGAACA 
CTTC CACAGTCTTTTGAG CTAAGT 

ACATGAGAATTAACCATGTCCAGTAG 
TTAAGTTCATTTTCCTACAGTGTGC 
GCCAGAATGGTACAGAGTGGAGGGT 
GTTCTGCTAATGACTTCAGAGAAGT 
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5263 Table 3A Hs.1 69541 AI523598 

5264 db mining Hs.171098 AI523617 

5265 db mining Hs.264120 AI523641 

5266 Table 3A Hs.309484 A1523766 



5267 db mining NA 



5275 db mining 

5276 db mining 

5277 db mining 

5278 db mining 

5279 Table 3A 



5281 db mining 

5282 db mining 

5283 db mining 

5284 Table 3A 

5285 db mining 
5288 db mining 

5287 Table 3A 

5288 db mining 

5289 Table 3A 



AI523780 



5268 db mining Hs.171108 AJ523790 

5269 Table 3A Hs.194Q54 AI523854 

5270 Table 3A Hs.228926 AI523873 

5271 db mining Hs.207993 AI523884 

5272 db mining NA AI523904 

5273 db mining Hs.337129 AI523973 

5274 db mining Hs.340482 AJ523988 



Hs.283457 AI523989 

Hs.229405 AI524004 

Hs.283458 AI524008 

Hs.327719 A1524013 

Hs.252359 AI524022 



5280 Table 3A Hs.192524' AI524039 



Hs.283459 A1524046 

Hs.171119 AI524139 

NA AI524156 

Hs.171122 AI524202 

Hs.171123 AI524214 

Hs.171124 A1524233 

Hs.174193 AI524263 

Hs.230874 AI524266 

Hs.12315 A1524624 



Table 8 

4437733 th08g11.x1 cDNA, 3' end 

/done=lMAGE2117732 /done_end=3 l 

4437752 tg95b03.x1cDNA,3'end 

/done=IMAGE:21 1 6493 /clone_ehd=3' 

4437776 601436078F1 cDNA, 5* end 

/clone=IMAGE:3921187 /done_end=5' 

4437901 tg94f07.x1 cDNA, 3' end 

/cione=lMAGE:21 16453 /done_end=3' 

4437915 tg94h09j(1 NCI.CGAP CLL1 cDNA 
donelMAGE:2l"l6481 3' similar to 
gb:M15059 LOW AFFINITY 
1MMUNOGLOBUL 

4437925 tg96b01jc1 cDNA, 3' end 

/done=lMAGE:21 16585 /done_end=3' 

4437989 HA0669 cDNA 

4438008 tg97c12jrt cDNA, 3' end 

/done=lMAGE:2116726 /done_end=3* 

4438019 tg97e12jc1cDNA,3 , end 

/clone=tMAGE:2116750 /done_end=3' 

4438039 tg97h03jc1 NCLCGAP_CLL1 cDNA 
done MAGE:2l76757 i 7 similar to 
SW-.MKK2 HUMAN P49137 MAP 
KINASE-ACT 

4438108 tg98h03.x1 cDNA, 3' end 

/done=lMAGE:21 1 6853 /done_end=3' 

4438123 lg99b05jc1cDNA,3 , end 
/done=IMAGE:2116881 /done_end=3' 

4438124 7f27b07Jd cDNA, 3* end 
/cJone=IMAGE:3295861 /done_end=3' 

4438139 tg99d01.x1 cDNA, 3* end 

/done=lMAGE:21 16897 /done_end=3' 

4438141 tg99d05JdcDNA,3'end 

/ctone=IMAGE:21 16905 /done_end=3' 

4438148 tg99e03j(1 cDNA, 3' end 

/done=WAGE:21 1 6924 /done_end=3' 

4438157 tg99f02Jd cDNA, 3' end 

/done=IMAGE:21 16923 /done_end=3' 

4438174 tg99h02Jt1 cDNA, 3' end 

/done=IMAGE:21 16947 /done_end=3' 

4438181 th01a0lJ(1cDNA,3 , end 

/done=IMAGE:21 16968 /done_end=3' 

4438274 th09f04.x1 cDNA, 3' end 

/clone=IMAGE:21 17791 /done_end=3 > 

4438291 th09h01jd NCLCGAP_CIL1 cDNA 
done IMAGE21 17809 3' similar to 
contains Alu repetitive efementcon 

4438337 th10d11jc1 cDNA, 3' end 

/ctone=IMAGE:2l 17877 /done_end=3' 

4438349 th11b04.x1 cDNA, 3' end 

/done=IMAGE*21 17835 /done_end=3' 

4438368 th11d04jc1 cDNA, 3* end 

/clone=IMAGE:2117959 /done_end=3' 

4438398 th1 1g07Jf1 cDNA, 3' end 

/done=IMAGE:2l 1 8012 /done_end=3' 

4438401 th11g12XtcDNA,3 , end 

/ctone=lMAGE:2l18022 /done_end=3' 

4438759 hypothetical protein FU11608 

(FU11608), mRNA/cds=(56l,1184) 
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GCACAACTTCTGGGAATCTAGTGGCT 
GTATGTTAAAGCATCGGTAAAAGA 

AAAAAGGCCCCTTGTTTGTTGGTTTT 
TGGCCCGTTGGGGAAAATGCCTGT 

TTTAGGAGCTGACCATACATGATGAG 
TGATACAGCCTGTACTTTG CTCAT 

GGTTTCCCACGAACG G GAGGCTGCT 
GAAGAGTCAAAGCCTGGGCAGACTC 

CAGGTCATGAGTATTCCAAGCTCAGG 
TGGTGAG TCCTCCTCACCGGGATG 



-1 AAAGGGAAACTG GCTCTGGCACCAC 
CTACTGGAGACCAAACTTCACCAAA 

-1 GACAAAATAGTTACCTATGCTTTCCTT 
CTGGCACCCCGAATGTACGCAGG 

-1 ATCTGACCTGAGGGAGATCACAAATG 
CCTTCTGTATTGGGTGGTAATGAT 

-1 TCCGTTGTAACACATCTAATGTGAAC 
GC ATTATAAAC ATGGAC CTGTACT 

-1 ACATAACTATTCCGTTGATGAATAGC 
ATCAGGACTTAAATGGTGACCTTGT 



AACGGGTTTGGGTTTGGGGGGGTTT 
GTT CTTTTTATTGAATCC ATTTAAGT 

TATAGGAGATGGGATACTCATTCCCG 
CTGCTATTGATAAGGTCGGAGGCG 

CAGAACGTCCTCAAGGACACACTCCT 
CCCTCGGGCCTCACTCTGGAGCAC 

CTGGACATGTTGTTTCCATGTTCAGT 
CCCTTCCCGGTTTTTGG GTGTTTT 

AAAGTAGCCATCCTGAGTCTCCAGGG 
TGATGAGCGGACTTGGGTGTGGAT 

CCTTCCATCTCATCGGTGG CCTCTCA 
CTGTGGCTCACTGTTTAACACATG 

TGTTCAAG GTCACATAGTTTAGGTAA 
GAAGCTCAAACCTGAGTTTTAGGT 

CACCTGATTCCCCCTCTTGCCCACAG 
GACTCTGCTGTTGTTTTCATTCTG 

TCTCGTGAGGTGATGTGGTGCTGCA 
GACTTAAG CTATCTG C CTTG AAGAT 

AACAAG CCTGGAATAATGCCCCCAAA 
GATTGAGTGGAAATCG CCCCTTTT 

CAGGACCAGATGGCCCAGGAGGAAG 
TGGATGCTTTCTTGGTAGGGAATGG 

CCTCCTGCTAGAAGACAGATTTCTTC 
CTTGGCTGACAG GCTGAATTAAGC 

AATTTCCAAAAACAAAACAAAACAAG 
CAGGTTTCATGGAGCCCGAGTCCA 

CCTTTATG CAAGTTGTAAG GG GTTGA 

C CAGTAAAGAG G AAGTTTTG CCC C 

t 

AGTATTAGCTACAAACAAGCCTTGTT 
TCCTCTTGGCTGTCAGGCACTGCT 

AAGCCCCAGTAAGGTGTTCAGGACT 
GGTAAACGACTGTCCTCAAGTAAGG 

TGGTTCAGGTAGTAAATGCTTTTGGT 
CACATCAGAACTCTAGATCTGGGG 
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5290 db mining 

5291 db mining 

5292 db mining 

5293 db mining 

5294 db mining 

5295 db mining 

5296 db mining 

5297 Table 3A 

5298 Table 3A 

5299 Table 3A 

5300 db mining 

5301 db mining 

5302 Table 3A 

5303 db mining 



5306 Table 3A 

5307 db mining 

5308 db mining 

5309 Table 3A 

5310 Table 3A 



Hs.327722 AI524626 

Hs.231512 AI524700 

Hs.171140 AI524720 

Hs.292520 AI524724 

Hs.283462 AJ538419 

Hs.231292 AI538420 

Hs.171216 A1538445 

Hs.203784 AI538474 

Hs.306024 AI538546 

Hs.1 92534 AI538554 

Hs.171260 A1540044 

Hs.283463 AI540109 

Hs.171261 AI540125 

NA AI540130 



5304 Table 3A Hs/171264 AI540161 



5305 Table 3A Hs.222186 AI540165 



HS.170935 AI540204 

Hs.327797 AI540784 

Hs.327798 AI540789 

HS.170577 AI540813 

Hs.173182 AJ554733 



5311 Table 3A Hs.282963 AI557431 

5312 db mining Hs.1 04679 AI559444 

5313 db mining Hs.118392 AI560561 

5314 Table 3A NA AI560651 

5315 db mining Hs.327874 AI568374 

5316 Table 3A Hs.340517 AI568459 

5317 Table 3A Hs.143951 AI568622 



Table 8 

4438761 td11c03.x1 cDNA, 3' end 

/done=lMAGE2075332 /done_end=3' 

4438835 th12c05j(1 cDNA, 3* end 

/clone=IMAGE:21 18056 /done_end=3' 

4438855 th12e10.x1 cDNA, 3* end 

/clone=IMAGE:21 18080 /done_end=3' 

4438859 th12f03j(1 cDNA, 3* end 

/done=IMAGE:21 1 8077 /done_end=3' 

4452554 td06a02.x1 cDNA, 3* end 
/done=lMAGE:2074826 /donej2nd=3* 

4452555 td06a03 jd cONA, 3' end 
/done=!MAGE:2074828 /done_end=3* 

4452580 tdQ6d02.x1 cDNA, 3' end 

/done=lMAGE2074B51 /done_end=3* 

4452609 td06h08.x1cDNA,3'end 

/done=IMAGE:2074911 /done_end=3' 

4452681 FK50S-binding protein 3 <25kD) 
(FKBP3), mRNA/cds={23 1 697) 
4452689 EST384032 cDNA 

4457417 td08e06.x1 cONA, 3' end 

/done=IMAGE-2075074 /ctone_end=3* 

4457482 7f10eO3.x1 cDNA, 3' end 

/done=IMAGE3294268 /done_end=3' 

4457498 MR1-BN021 2-280600-0 01 -c06 cDNA 

4457503 td09g11 jcl NCI_CGAP_CLL1 cDNA 
done IMAGE:2075204 3" similar to 
gbX64707 BREAST BASIC 
CONSERVED PR 

4457534 td10c10.x1 cONA, 3' end 

/done=IMAGE:2075250 /done_end=3' 



4457538 



td10d05jc1 cDNA, 3' end 
fclone=IMAGE:2075241 /done end=3' 



4457577 MYE6493a cONA 

4458157 tc87e08.x1 cDNA, 3* end 

/done=IMAGE:2073158 /done_end=3' 

4458162 tc87f03.x1 cDNA, 3' end 

/ctone=MAGE:2073149 /done_end=3' 

4458186 6D2574255F1 cDNA, 5' end 

/done=lMAGE:4702644 fcione_end=5' 

4487096 tn27K)8JCl cDNA, 3' end 

/clone=IMAGE:2168871 /clone_end=3' 

4489794 602563968F1 cDNA, 5' end 

/done=IMAGE:4711721 /done_end=5' 

4509649 Homo sapiens, clone MGC:18216 

IMAGE:41 58235, mRNA, complete cds 
/cds*(2206,2373) 

4510902 RST42466 cDNA 

4510992 tq60f01.x1 NCI_CGAP_Ut1 cDNA 
done IMAGE:2213209 3' similar to 
gb:M36072 60S RIBOSOMAL 
PROTEIN L7A 

4531748 th13e03.x1 cDNA, 3* end 

/done=lMAGE:21 1 8172 /done_end=3' 

4531833 tn39e07j(1cDNA ? 3 , end 

/done=IMAGE:2170020 /done_end=3' 

4531996 tn41e10j(1 cONA, 3' end 

/done=IMAGE:2170218 /done_end=3' 
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-1 GCCTGGGCT G 1 1 1 1 1 GCTATATGTAA 
ATAAAGCCCTTGGGTCTTTATTTT 

-1 GGAGGTTAGGAAGCCCTTTTAAAGTA 
CAAACCCCCGGCATGGGGAATTTT 

-1 AACGGGAGTGATCGGGAAGTGAACA 
GTTTCATCATCTGCTGCTGCTATTC 

-1 CTGGTATGTTGCTTTGTAGG GGAAAA 
ACTAATTTTGTTGGGTCAGGGACA 

-1 CCGGACAAGCCATTTGATGTTCTAGT 
TTGCAATTACTCCACGCAAAGTGG 

-1 TTTGGGCATCAACTTCAACAACTACT 
ACCAGGACGCCTGAGGGTGCTTTT 

-1 TCGAAGAAAGTACCTGTAAATGTAGA 
GTAATTGCGAAGCTGTCAGGAATA 

-1 TCCTAGACCCTGCATTGTGAAATGGG 
G CTTGAATTTTAGTTCTG AATTTT 

-1 CTAAAGCAGTGTCTGACCTGGATTTG 
CTG C C AATTTGTAAG CTTTC ATG A 

-1 GGAGCTGAGCAGGGATGCAAAACCA 
TCCAGTCTGTAAGATTCACAGAGAC 

-1 AAACG GTGTTTGAGCTG CTTTG GGAA 
AACCCATGTTGCAGATTTTCAGGT 

-1 CAGAGCTGTGTTTCCTCAACAAGTGT 
GCGAGCG GTCGTGTGCGCCATGAG 

-1 AAATCG CTTCTGTATTGTTAATAG CAA 
TATATGACCTCTGCTGTCCTCCT 

-1 G AAA G GATAATTTCGAA CCCTTG CAT 
AGTTTCGGTATGGGCCGTGCCAAC 



-1 C CCTCTTGAACTGCACTG CCTAAGAA • 
ATGTTG GTTG CAT G GAG AC ATATT 

-1 TCTGCCTTATTTGGCTTGGAAGAGAA 
ACCGATAAACACTCCCGTGCTAGT 

-1 AAACAGCAGAAAAGTAATTTCTGGTG 
AACTGATGAG AATTCCCTATTG C A 

-1 AGGTTGTTTTG G AAAAATTATTTGTTT 
TGTCCTAAGGGGTCCTGCCCACC 

-1 CCTCCGGAACGTTTTTAAAAAGGAAA 
AAGCCCGGGTTTTCCCTTGGGAAAAA 

-1 CAGACCTGTGGGCTGATTCCAGACT 
GAGAGTTGAAGTTTTGTGTG C ATCA 

-1 AC CAAGTTTGAATTTGTCAAATCCCA 
AGTCAATCCAGGATGTTCATTTCT 

-1 AGTGATCTGCCTTTCAGCAACTGTCT 
TATTTTG GTTCTTTGAAACTGTGA 

-1 TTTGAATGGCTGAAGCTAAGGCAACG 
TTAGTTTCTCCTTACTCTG CTTTT 

-1 ACCTTTGTGATTCTGTCTAGTGAAAAT 
GGGACATTTTTAATAGTGCCAGA 

-1 GAACTTGCCCCTAAACTGGGTTAAAT 
GGACCCTGTTGAGTTTTCTGGACA 



-1 TAAATTGGGCAAAG 1 1 1 1 1 1 ATGGAAT 
TTCCGGGGCAAGGTTTTGGGGGC 

-1 AAATCTCATTTGCAAGTTCTCCCATTA 
AGCAAGGGAGTAGTTTACTAGGA 

-1 AAGAAAG G CCCATAAC AGATG G C AAA 
ATAGAGGATTGGTGAGGGATATGC 
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